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[H^^ i ] ^r; >h u >i^sas^s®^* & n - k-t s 

TIB (a) fr£> (d) ©V%T*lfrlCfB«©DNAo 

(b) BB#I##: 14*^26, 6 l3^e>6 8©V%-T4x^K:iB«©^llffi^J©=i 

(c) se^i##: i^e>i3. 5 a^&eoovx-rn^Kiw^r^^aKWK: 

( d ) : 14*^2 6, 6 1*^6 8 © V^*l**K:|a«©SI£S^J^ & 

[»#3C 3 ] flt*£ 1 * fett 2 tC|B*©DNA$:^-r S * 

w** 7 ] »** 5 izmmom a «khs^ * y a > k © * * » - - > 

( a ) H*^ 5 (CffittttSc 6 K * fe « * ^ K * c «IW«» **« 3 * * 

1 miiE# 2001-300548 
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(a) a*fe«»©#^£TT?ai*^i *7t«2icga«©ge^*^« j e©gp^^^ 
[« 9 ] i * » 2 {c mmom a & is* * & ttfiat-r 
(c) mi^&&&Tv<Dmmtzt3v&&ikt.)twisT. jm w v&mtz 

[0 0 0 1] 
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[0 0 0 2] 

Caajt^fi!ffiS«#(G protein-coupled receptors) H*#gGTP*g£« 

o ^wtcaiijisRjt«««s:7ig^-r«*5i±©#tt 
«. s*#MGTm-&sa«K:j:y«f»3ti*jWiiai^'fe*> y 

, r-5=-l/- F -if 5:^1" SCAMP. 7**7* U A°-ifC£:fr-t£Ca 2+ fc 

if>bU<^ie>4xTV%S*^ HAftMGTP^gBR£:frLfc^*;i/©1ft18|U U 

^4oT§fc (Annu. Rev. Neurosci. (97) 20:399) 0 GgfiM^^M^^lC 
«£#5£g#£Bfe<£, t FT-300<@H#&-r-5#, U K^PWfeStifeGSEa 

zns^mtommizmg-r. y#>F**n& r^-- 7 

®M5t&fctfi&&1r&* fc*)2g£3*lT^& (Trends Pharmacol. Sci. (97) 18 
:430) . ^£©4rVAjB«r©?M»&SJC#oT, mm*ft&*-7 

[0 0 0 3] 

rti^T?K:ift#©^ik^ic £ y in e> nr£ feasant ^©9 m«±^«^ 
mm+zmmtfi* tbx* mnmm. mmm&. ant***, & 
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calcitonin gene-related 

peptide^^flj (J. Biol. Chem. (96) 271:11325). orexin (Cell (98) 92:573) 
■f 1/ T pro 1 act in-releasing peptide (Nature (98) 393:272)& if (D^ffllt, £ 

[0 0 0 4] 

&'&m%nfcZ^W£{,t^ffl<Dmmj)mmZtlX^Z (Trends Pharmacol. Sc 
i. (97) 18:430, Br. J. Pharm. (98) 125:1387) „ -?&£>*> > ia^J^tCj: 

■oxmfei*ti&*-7 7yGm&m&®iM%m{k$:. »iftt*> F^^ty*? 
•v-t^>scamp, ca 2+ <Dmtzmm£Lfcmmx? v ~-y>riz£yg:m®73 

-*h£HiJi,U &&temmMffi*ftz> £^o&(DX&Z> 0 it^m^4 
-7 7>Gm&M&®M%mmzttir2>!%mWtettm (surrogate) 73-Xh& 

zf7y*n-xh<Dft^ n^xitftfecD&mmmmvmftbmmmzte-nsmt 

[0 0 0 5] 

m mtfM& l j: e> t •? %> mm] 

[0 0 0 6] 
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MAft»SK:Lfetfy*9- 1? 3ti!£ ft t * 3 K «k y , Gg B St S 

^©^t^^7i©iii >r > e>*i*»*tt«*ft«»"*"* 2 lS 
*a>»r*s&? ft wrr * i * fc** u fc. ' n * <dm«m&t? & e 

□fn^. h©x# y-— >yjcfj«b#©. 

[0 0 0 7] 

(1) yryf>sy>««^Sa3(C*«S©5t##«:a-FtSTW (a 
) (d) ©V^*ljWCfB^©DNA. 

(a) B*I**: 1H18, 5S*»&6 0©V^irn^K:e«©T5y*K^ 

(b) @B#I##: 143^e>26, 6 1*»&6 8©V^-r*l^KlflB«©*i6B»9©=I 
- K^ft^-tfDNA, 

(c) B*I#9: 1»613, 5 3 » & 6 0 O^f *l*CBi©r 5 ; iKWC 

( d ) BB#I## : 14*^2 6, 6 1 6 8 ©V^"f *l^JCffi«©ift3l«^& 
fcSDNAtCX h y >S?x> h fc*MTFT?A>f ^y *V X^SDNA. 

(2) |»!t#:l*618, 5 3#&6 0©v*Tftfrfcfi*<B7 5 7MB 
^^JfefigfiR®^^^ Fftn- K-TSDNA, 

(3) (1) (2) lCfB«©DNAft^-tS^^^-. 

(4) (1) (2) CK*©DNA*fc«: (3) KfS*<©^* * - ft& 

(5) (1) (2) Cfi«©DNAK:J:y3-KStl«SaK*fett^ 
•f'f- F, 

( 6 ) (4) ice*©#****ft**u «^Kfgtm**fctt*©**± 

5 ffiH#2 001-3005480 
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(7) (5) jcfB*©fifiKK:ig^'r*y3tf>F©^^y-->^StT* 

(a) (5) tlB«©5e«*fcH:^^Klc»Wtt»5:*«iS*«XS, 

(b) 8IKB|t*fctt^^KJC«-&-r*fl:^ftS:38IR'r*Xg, 

(8) (1) (2) lc8a«CDSeftfc*©U^f>Ki:©je-&S:M't 

(a) «fctt»©#«£TT? (1) £fcte (2) 

^ Key Kfe»«a«, iie»tfea^©^^f K£ y K£<b 

(b) «|ft«»*#feT*e©lf-&«tti:it«LT, Xg (a) T'^m^tlfe^ 

tsttSrffirs-es^'ft&aw-rsxe, &*tf*& 

(9) (1) (2) JclB*©5eK©tSftS:iaW*fcttffi3i-tS^ 

(b) «y 3tf> F^aaK^oDM-^ic^^mtcss^^^b^^aj^^x^ 

(c) wi&&n#&&yT*(DM&iz&nzmk£tiMisT. (b) -etttus 

(8) Sfctt (9) 

(id (i) (2) tcfH^©ge»^^-r^m^ 

(i 2) (7) do) m^ftjwcfs«©;**y-^>^icj:yitMii 

(13) (12) Klia^CD^WS^^fc-rSEISIffiritft, fc<fctf 

(14) BB^J#-^ : 14*>&26, 6 1 6 8 ©V^*lfrlCSB«©&3£Ha 
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[0 0 0 8] 
[0 0 0 9] 

[0 0 10] 

[0 0 1 1] 

[0 0 12] 

ts„ *»wic***i*. **i|MWsK:j:»;#«anfe2i©tbft*«)cMiA^a 

rGPRv4j „ TGPRvSj , rGPRvllj , r G PRvl2j , TGPRV13J „ TGPRv 

I4j , r G PRvi5j , rcpRviej , r G pRvi7j , r GP Rvi9j , r GP Rv20j , r G PRv 

2ij , r GP Rv3ij , r GP Rv38j , r GP Rv39j , r GP Rv40j , r GP Rv47j , tcprv 

51j , r G PRv53j , r G PRv71j , r G pRv72j t-fa&Lfc G&gJc/S&Tmb* 

u->z*£#>r tgprvj c z.nbcMk<Di&mmwtmFm^ ■ u 

gjJ#J#-!§- : 1^5,13, 5 3 6 0 lC;u^o 
[0 0 13] 

BLASItt*®*5Jk GPRv cDNA««3-F"r6«aKtt. V*T*l B ft 
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&®M$;mfatmM&7$ ;»ffiai±©*Hltt*:a*bfc. ^»JC», iGPRv4 
J &0RYLA PROBABLE G PROTEIN-COUPLED RECEPTOR (Q91178, 428aa) KM LT31% 
©fflUfffifc, TGPRv8j ttHUMAN VASOPRESSIN V1B RECEPTOR (P47901 , 424aa)fC 
>tf lyT36X©:fBEItt&, TGPRvllj & HUMAN NEUROPEPTIDE Y RECEPTOR TYPE 2 (P 
49146 , 3Slaz)KMLX31%<Dl®m&*. TGPRvl2j &RAT 5-HYDROX YTRYPTAM I NE 
6 RECEPTOR (P31388, 436aa)lcMLT275to*B|i|tt£, rGPRvl3j &P0NPY C5A A 
NAPHYLATOXIN CHEMOTACTIC RECEPTOR (P79234, 340aa)lC#LT39%(£>*BI^'|$£, 
TGPRvl4j &CHICK P2Y PURINOCEPTOR 5 (P32250, 308aa) KMhX40%CD^M^. 
TGPRvl5j teHUMAN 5-HYDROXYTRYPT AMINE IE RECEPTOR (P28566, 365aa) tC 
ftLT26%(Dffim&Z, TGPRvl6j &HOUSE G ALAN IN RECEPTOR TYPE 1 (P56479, 
348aa)tC#LT285&tf>fBl^tt£, rGPRvl7j INHUMAN PROBABLE G PROTEIN-COUPLE 
D RECEPTOR GPR24 (Q99705, 402aa)tC*f bT385S©ffiHffi l"GPRvl9j & API ME 
OPSIN, BLUE-SENSITIVE (P90680, 377aa) KM LT25%<Dffim&%. TGPRv20j 
&RAT MAS PROTO-ONCOGENE (P12526, 324aa)iC&L,T38JW>jfBB*Efc, TGPRv21 
J &B0VIN NEUROPEPTIDE Y RECEPTOR TYPE 2 (P79113 , 384aa) KM VX30%(D^ 
ffi&$:. TGPRV31J & SHEEP THYROTROP IN-RELEASING HORMONE RECEPTOR (Q28596 
, 398aa)JC#LT29j;<Z>*BErt£S:, TGPRv38j &P2Y PURINOCEPTOR 7 (Q15722, 3 
52aa)tC$fL,T46%<Z>*gHg'ft£, rGPRv39j &RAT NEUROTENSIN RECEPTOR TYPE 1 
(P20789, 424aa)tC;ftLT35%£>tg|^'ft£:, TGPRv40j ^OXYTOCIN RECEPTOR (P97 
926 , 388^)iZMhX34%<D^m^. TGPRv47j &GPRX_0RYLA PROBABLE G PROT 
EIN-COUPLED RECEPTOR (Q91178, 428aa)lC*f LT435&©*g|^4££, TGPRv51j it? 
ROBABLE G PROTEIN-COUPLED RECEPTOR RTA (P23749, 343aa) KM LX37%(Dftim 

TGPRv53j ^MUSCARINIC ACETYLCHOLINE RECEPTOR M3 (P49578, 639aa){C 
MLXanOffim®.*. IGPRv71j ^Chicken P2Y PURINOCEPTOR 3 (P2Y3) (Q989 
07, 328aa){C*f-UT45X©ffiI^f£?: > TGPRv72j &ALPHA-1A ADRENERGIC RECEPTO 
R (002824, 466aa){C#LT30%©*g|i?'f££. ^tl^HBLfe. 

[0 0 14] 

#3&i8#^#JMIbfcGFRv cDNA^n- F-rsgBR (J^T, TGPRvS 

&ni £fair&z£w&&) it, ^?ti&Gm&m&®tM%mft<D&mx'&2>7® 
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rv cdna^ ^•fti%Gm&m&nm%n&7 7$ y-KMi-sgaK&n- fl 
£$izMfc®mBz&8>£vz. mnm&. «n^> ant*** mm 

[0 0 15] 

=J^£GTPi5£gB5t», «tS»^M©ii{CJ:ot, Ca 2+ £± 
#$-&§GqM> cAMP£±#£-&6GsM> ^l/TcAMP£#J0J-r<5GiM©33ra©;t7 
^rTU (Trends Pharmacol. Sci. (99) 20:118) o ^ot, 

[0 0 16] 

mz.lt. «PftWMW^SI»ffi (Current Protocols in Molecular Biol 

ogy edit. Ausubel et al. (1987) Publish. Jhon Wily & Sons Section 8.1-8. 
5)) ##*Jl*. gBft#©T 5 e&#MC;i3V*T£&$£ 

##§$iC&, 3<Z)«fc^JCAX»^e^iC^i;fe*©^S:ra*)"f, GPRv 
gft«©T^ y»BB^J (BB^[f#^ : 1*^13, 53*^60) iCfc^Tl^L 
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[0 0 17] 

ft*o fiP*>, !33&tr*l?&*ltf, XJH-i/ay&m (Current Protocol 

s in Molecular Biology edit. Ausubel et al. (1987) Publish. Jhon Wily & 
Sons Section 6.3-6.4) fe^Jffi LTGPRvMSSC£ 3 - Ki"<5DNAgB#l (BB#I## : 

aS^n- K-T5DNA£/\>f :/y XfSDNAlcJ: tla- F^tiSgSfCT'&o 
[0 0 18] 

i©±^«igaKS:*K^«fc«>©^i:LT»i, fcibJEJtfMC Mill 
[0 0 19] 

GPRv§BjK£«tBi»K:|^fcgBjRt£:2-- K-TSDNAfcJMItSfcfc©:* h U 
>yx>h^A^f^'J^>f€-^3>^#i:lTlt jSfc TlxSSC, 0.1% SDS, 3 
7*Cj mm<Z>3kftV&t). i:*JlLv^ff^L/ttt ro.5xSSC, 0.1% SDS, 42TCj 
g£<Z>&#T?&»K S&tCjRLV^fpfcLTtt ro.2xSSC, 0.1% SDS, 65^j S 

mo&ftx* * & = r © <fc e> ic a-t ^ y s/ 3 y l < & s « £ y 
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[0 0 2 0] 

Z <D «fc e> & A >f y U #*-f if - 5/ a fcfUM bT^i$ ti -5. DNA# 3 - K"t 

%R_h (M^.«> 9o%j^±^95%a±) ommottm&zftt. mm&o&&& 

, BLAST^0T;i/:JyXA£M^T&jii-£3£#T£&. 
[0 0 2 1] 

JUk^JM&^T (PCR) (Current protocols in Molecular Biology ed 
it. Ausubel et al. (1987) Publish. John Wiley & Sons Section 6.1-6.4) & 
jg^TGPRvgBH&a-R-tSDNAgBTu* <BB#J#-£ : 14^2 6, 6 1^^,6 

8) <D-B&mz-7^4^-zmf u GPRvmsnz^-Ftzmmmtrnm 

[0 0 2 2] 

i^ft^f KJS^lbfcT?^^^ y#>F<z>;^ v-- 

>^^c$3 : ^^c;s^^-5;l£:#-e£&. #»w©3fiaftcD»^^ Ktt* fit 

mm&m. tern®*??- F&mm. %>2>^i**ftm<Dm&m.%:mm*'<'7?-#- 

[0 0 2 3] 
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7^ -:&^A&frJMLT§i$8^S (Current Protocols in Molecul 

ar Biology edit. Ausubel et al. (1987) Publish. Jhon Wily & Sons Section 

i6.i-i6.i9). -T-j-mm^m^&mmt. #v9u— 

($fx.i£, r 0n the fidelity of mRNA translation in the nucl ease-treated 
rabbit reticulocyte lysate system. Dasso,M.C. , Jackson, R.J. (1989) NAR 17: 

3129-3144J #M) *^KU:»J*»l«©5BK&*»-r*ifct,-5riB*e**. 
[0 0 2 4] 

NA£ LIS, *»W©gejBtS:3-KL^*%©T?S)*i«, ^©^Jfifc#tc«riS 

eS^n-Fl95^»J, it£Rg# ©3ifi fcg-=5 < ft3S©*6Sffi^J £^1" £ DNA 
#l§fEcE>DNAtt. ±B<D£5K, GPRvgeKSrH- K-TSDNAffijg ( 
SB^J## : 1 4^e>2 6, 61*^68) &<5V*tt-£©— a$fc:7n-:?£ 
-f if- i/ 3 >SH>3ft e>DNAffi#[& J fo £ Lf^^j v- £JgV>fcP 

[0 0 2 5] 

escri P t/<?#-(Stratagene*±i£) LV*. #2gf£tf>M6SC ££111- £ 

^f^-ilLTIi, ^Ilrt, £*rtH#l*T?3EBK£$8 

EST-^C 9 (-fUtmtm) > *®®T*&*U;fpET^#- (InvitrogenftSg) 
. #£>IHji6T?&ft&pME18S-FL3'<**- (GenBank Accession No. AB009864) % 



1 2 
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£4fcfiftT?&*l£pME18S'<**- (Mol Cell Biol. 8:466-472(1988)) 

4 h&%^1tVif-l£KJ&K:&*)fi$Z.ttfT*%& (Current protocols in Mol 
ecular Biology edit. Ausubel et al. (1987) Publish. John Wiley & Sons. 
Section 11.4-11.11) „ 
[0 0 2 6] 

sw<>? W?t\X. VyWL*)Vi/V2*VLM&. (Cu 

rrent protocols in Molecular Biology edit. Ausubel et al. (1987) Publis 
h. John Wiley & Sons. Section 9.1-9.9) , U x # # ^ (GIBCO-BRL^t 

[0 0 2 7] 

*%Wit. ^^©Sag^3-K-rSDNA (ffl#l##: 14^26 

, 6 i ^e> 6 8m^ftmzmm<D&mmm^&zmk£fci$^<Dm%iM) k 

tit. A:T (fct£LWk(Dm&lt U) , G:C<D&mttfr &32:fc 

mmm<D-ij<Dmizttirz>m*(Dmzm't e rmm&u tit. 'p&<t*> 

&m&lZ\t. M®, 15bp~100b P% L<«15bp~35b P (D^S:^'-tSo £ 
, ;/D-y£LT;Bv^«1^Ctt, *^©DNA0^^<i:fe-ai5^L<«^ 
<JD@B#l£-£tf4>&< ^t)15bp©^©^^ l/^-f" FtfJgV^ftS,, ^©i:e>^^ 



1 3 
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*vxi-£ *mmm\z.)\j-?v $4x-?&i tit, mnw^^-fv 

St£n- F~f £DNA (@H^J*# : 14#&26, 6 1 #e> 6 8) t/\>CfV 
XU {&cDS6fC£n- Ff SDNAi:ttA>r^U ^^Xb^VN^i:$:St*i-§o 
[0 0 2 8] 

rti^^l/^F&yn-r/^^v-^LTffiv^y-- 9 s 
>A>f -/U ^>f^-2/a>^RT-PCRlC<fcy, #3§$©S6IC£::3- F^SDNA© 

TMV^fesKU — ^«M/S(PCR)K:<fcy*»«©Se«&3- F-TSDNA^-e 
©»3K«W««£*tttU RFLPjgfo SSCP, $/>^©#&&C J: »J, 

DNAgg?rj©#|itS:&SE- fcWrf 
[0 0 2 9] 

^-fe>*DNA#-g-£*l£ 0 T^^ir^XDNAtt, T >^"fe >X^MH£:5f^@3 ffc 
#>tC, 4>&< £%15bpj£U; % #3:L<ttl00bp, $e>lC#3; L < »500bpj£U:GDit 
S£;£U If> SOOObpJgtW, ^*L<tt2000b P J^|^©^S:^i-Sc r©ie> 
fcT^-feivxDNAlctt, #M©seft©IIS (^M^DS^HS) &£lc 

it. *&m<Dm&M*n~ F"f 5DNA gH#[## : 1 4 fr£> 2 6, 6 1 

^5>6 8) ©ie^J#^^S{C^^^O^^^- F& (Stein, 1988 Physicochemi 
cal properties of phosphorothioate oligodeoxynucleotides. Nucleic Acids 
Res 16 , 3209-21 (1988)) tC<fc VmW-?2>Z £&HlffiV2bZ> B 
[0 0 3 0] 

>f;i/x^**-^U#v--Aja;i?©#*>f /i/^^-fcjf&fUJBbt, ex viv 

o&^ i n vi vo&& if IZ <fc y & f? e> d £: £ *l £ . 
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[0 0 3 1] 

fem\z\$mzmm*tz<. ^ u ^ n - t ; n - 

[0 0 3 2] 

#-5 il^nTlbT fe'g) (Current protocols in Molecular Biology edit. Ausub 
el et al. (1987) Publish. John Wiley & Sons. Section 11.12-11,13) . =E J 

IBS HSU i/\>f^'J F-7li^e>#§rtm§ (Current protocols 
in Molecular Biology edit. Ausubel et al. (1987) Publish. John Wiley & S 
ons. Section 11.4-11.11) „ 
[0 0 3 3] 

>^nyfo^ mam. ELisA^cD^esicj:s*»wa>sa3Bt0tfeffl€:a 

[0 0 3 4] 

h©=k©£A:ftJ!;i£v>* (#Utf> rFunctional transpl 
ant of megabase human immunoglobulin loci recapitulates human antibody r 
esponse in mice, Mendez, M.J. et al.(1997) Nat. Genet. 15: 146-156 J #flg) 
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ethods in Enzymology 203, 99-121 (1991) ) D 
[0 0 3 5] - 

yh*<DX9V--ytf*mz$k$t?z o Z<D*ZV--ytf%mt, (a) *ft 
[0 0 3 6] 

JllZ&m2tlT^Z%(D) SbZ^ltyr-V ■ ?J XzfU4& (J. Mol. Biol. 
(1991) 222, 301-310) fc^fcjSffi LTft&Ztlt^> #J± • K#fcMv* 

^fig»m^> a^^-f ^^u-©^jg%& if^w&tis^, rti e>jc laps 

[0 0 3 7] 
[0 0 3 8] 

>^©^i5fei:LTtt, Miff, *^©gfil©77^ 
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in| (surface plasmon resonance) (D^.it"^^.Hi"t (Nature Biotechnolog 
y (99) 17:1105) &J§V**£ fcfc nff|T&S. 
[0 0 3 9] 

^i:^>cAMPi//<>«/©^b^#^e>ti-&*\ zn&cfiaisstifcv*. 

o 

[0 0 4 0] 

mM HEPES (pH 7.4), 100 mM NaCl, 10 mM MgClg, 50 /ctM GDP?g$WT% ^ST? 
#SR$*l,fcGTPrS 400 pK tt^#«Tt^TT^f >*a^< 

-S/a>«, tt$ (filtration) £#V\ M^LfeGTPy S0^?Stt&ifc^-r§ 

[0 0 4 1 ] 

M-r^^W^^OSSlCfcoT, Ca 2+ $:_b#$^:SGqM> cAMP$:±#$i± 
£GsM, ^UTcAMP§:«l^SGiM<Z)3SISlC^$tlS. 3©^ £ LTG 

i2r<5 3£#HTtgT&S 0 _L#bfcCa 2+ l//<;W3:, TRE (TP A responsive element 
) £±ffifC#-r*l/2K-*-aM£-?-*, Fluor-3fc£<B$eft«a*|g*LTSbfe3c 
eaequorin^HO^fc^^t Itftffi^tS. K«JC, GsS Q a -f=L - y 
h £tffi©Gge a ityn-vy h £ £3f * 9ft U ^;i/&Gs©aj^W^ 
cAMP±#JC<f§^$-fcf\ CRE(cAHP-res P onsive element) $:J:^{C^ 1" 
SbTK-^-^^^OD^b^^il-rSZlilfeRril-efeS (Trends Pharmac 
ol. Sci. (99) 20:118) „ 
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[0 0 4 2] 

Mill SV40©lOSI^ p n : E-^-$:^"r-g)pSV2dhfr (Mol. Cell. Biol. (1981)1,85 
4-864) pEF-BOS (Nucleic Acids Res. (1990) 18,5322) , pCDM8 (Nature(198 
7)329,840-842) , P CEP4 (Invitrogenft) GS3IC^!S9M#%^ 

UtlKBBlttM hSfflVxfeU^f— ^SlSK:J:yff"5 3i:««-e%6 (Current prot 
ocols in Molecular Biology edit. Ausubel et al. (1987) Publish. John Wi 
ley & Sons. Section 11.4—11.11) £ fc, «£*HJE'V(Z>'<* * -3*AfclU Mi 

U ^tfAtfcJRSs, *^,^;i/^^?L^ (Current protocols in Molec 

ular Biology edit. Ausubel et al. (1987) Publish. John Wiley & Sons. Se 
ction 9.1-9.9) , Vtf?^? $ ^y& (GIBC0-BRL*±$g) , FuGENE6^ (^~ 

[0 04 3] 

±m<D*ftWom.&niz%i&?& y #y f®** y --y^mzj: y , y # 

X^y-->y^pf|Bi:fts 0 t^oT, #*SlgHu #2fctE®ga«£^® 
y Ft^^-SrlfiW^SMtt^^-r Sflte*©** y 

5. I0Xi"J-->«li (a) tM^0#fiTt*^lfi0ie«tfc 
Ffcy#> F&SMttSi*\ »5a«*feli*Ofi|J^^ F£ 

JfrgLT, 11(a) -ettffiStife3ig^?gttS:iBTS*Sft'&ifeS:»|R*rsxS 
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[0 0 4 4] 

-%m (Tetrahedron (1995) 51, 8135-8137) ICJ: otf^tft^ 
VWiy T-i? • 5V (J. Mol. Biol. (1991) 222, 301-310) 

[0 0 4 5] 
[0 0 4 6] 

[0 0 4 7] 
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• « 

urn. (c) &i&mHm&Tr*ommiz&tfz>mk£ik%ti>T, is (b> 

[0 0 4 8] 

ffii&mys. mm&m* at^^^y-©^!^, ^<s^^^. 

[0 04 9] 
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• » 



u --ytfizi: v^mztizit&mzit. corns mttc&v nc^jg 
£fri*mm-?2>iti$®v>m. znb<DM&&tt*mm£t=.immis&^t>\ asm 

&ftHr^c&, Mill *m®(DSi&KttViSy F^cD^rfclfiWL&v^ m 

[0 0 5 0] 

*mmv>*t v--yy%miz&vmMzn&it&®zfem&£.LTm^2>m 
&mzfrt^t&msttit&mBmznjftz&>ftiz, ^o^mm^mis 
mz£vmmitvt~mmMf&®£LT&¥*fi?z£bnmx&z> 0 m 

. -«e9icii, mz.it. mmft&& mmft&tt. 

if^mmz^<D^miz^vm^^ B 

& if c y wm-tz-tiK mmmT~&ti&mm*mj*mitm&m$i'tz r £ #«rtB 
^asue/s^* # -izm&&. mB*&mzff$z£%njLfi>ftz> B 

[0 0 5 1] 

KUK^SnSfcOTlifeV*. #fcV*»#tt* (Maniat 

is, T. at al. (1982) : "Molecular Cloning - A Laboratory Manual" Cold Sp 
ring Harbor Laboratory, NY) tCfEoTHjfenTt&'e&S. 
[0 0 5 2] 

mmm 1 ] mmegt&x&&m&#i**:x- Ftzmttomm 

*mW<DmMG : m&M&nm%mfc (GPRv4, GPRv8, GPRvll, GPRv12, GPRvl3, 
GPRvl4, GPRvl5, GPRvl6, GPRvl7, GPRvl9, GPRv20, GPRv21, GPRv31 , GPRv38, 
GPRv39, GPRv40, GPRv47, GPRvSl, GPRv53, GPRv71 , GPRv72) 
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«cDNA«, PCRIC J: U Jfcft Vfc„ 
[0 0 5 3] 

#r&G£BSI#*ftM£&#GPRv4©ii?^Cfcj:fc: hjftj!EJK& &<D Marathon Ready c 
DNA (Clontechft) Sr^McDNAfC. 7 * V - K^-fV- £ LT5' -ATGGCCAACTCC 
ACAGGGCTGAACGCCT-3' (ffl#T## : 2 7 ) , U A-X^ >f V- £ LT5' -TCAGGA 
GAGAGAACTCTCAGGTGGCCCC-3' (BJ#I## : 2 8) £fl^fc 0 PCR&Pyrobest DNA p 
olymerase {^M^.) &/SV*5X *;i/.AT^ F#£TT\ 94°C (2#) <D$k. 98°C 

(305$) /65*C (30#) /75"C (2#) * ;i/£30®i$f U & L fe Q 

. jfol.l kbp©DNAWT^r^if(iS4xfc 0 3<£>$t# &PCR2.1 plasmid (Invitrogenft 

% — &tC<fc *JABI377 DNA Sequencer (Applied Biosystemsfr) £J§V^|g#f 

[0 0 5 4] 

I^B2^Jlill07^*©^--y> U Ix-A : i 4 ©fgl# 

sT^/maa^j (368r^^m) &bb#[##: nc^-r. ^y^y^ge^Jkt, g 
mam&®tM&m<*<Dmm"e&2>7ffi<?)mnm f* -y > t JBt»ti*»*tt«*«: 

[0 0 5 5] 

*T&Gga«#«M£&#GPRv8©#ffi£ttt: hil&JEfi^Marathon Ready cDN 
A (Clontechfcfc) ££§McDNA{C, 7* V - Fzf^J V-fc bT5' -ATGCCAGCCAACTT 
CACAGAGGGCAGCT-3' (gB^J## : 2 9 ) , V X-XZf^J V- £ LT5' -CTAGATGA 
ATTCTGGCTTGGACAGAATC-3' (ffi#|#-i§- : 3 0) S:/§^£ 0 PCR&Pyrobest DNA pol 
ymerase SrfflW 94^ (2.5£0 ©£ % 94TD (30#) /60t: (30#) / 

721C (1#) ®->M >7JVZ2mWlVMLtLo t<DUm. mi A kbpCDDNA^T^r^if 
Z1©»t^-?:pCR2.1 plasmid (Invitrogenfr) SrM^T^O— L 
7c„ ^btlfe^n-XD^MH^Itt^^-^^^-^^-^-^tCj: UABI377 D 
NA Sequencer (Applied Biosystemsfct) £jg^T^#f L/fe 0 £#>{C&o £@E#f 
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[0 0 5 6] 

mmmmu6i&m<D*-7yv-T>(yyy^-^ (bb#i#*: i5©mi# 

ST^ymiB^J (3717^7^) $:SB^I##: 2 iC^o ^ $E®J#I&> G 

g B SI *e & S 7ffi © BIM it \?*4y£M>t>tiZ> * 

[0 0 5 7] 

!|r«GSe3ttft«S!S*#GPRvllCDij?*SJCttli bJj&i«**©Marathon Ready cD 
NA (Clontechft) Sr^^cDNAlC, 7* K^>f V- £ bT5' -ATGCAGGCGCTTA 
ACATTACCCCGGAGC-3' (SB#J## : 3 1 ) , U V- il bT5' -TTAATGC 

CCACTGTCTAAAGGAGAATTC-3' (BJ#I## : 3 2) &JgV*fc. PCRtePyrobest DNA P o 
lymerase (S«3fttt) *MVx5% jfc^ATS F#«TT% . 94TC (2.5#) ©*, 94 
■C (5#) /72-C (2#) <DVJ *n\s*m, 94-C (5#) /70TC (2#) ©If-f * 

;i/£5HK 94*0 (5#) /68x; (2^) ©iM ^s^iaifcy sgufc. -£©M^. 

ffil.2 kbp©DNA«rtf##*S;**lfc. ^©»T^5:PCR2.1 plasmid (Invitrogenfr) 
£^T#a-->**t£o #e>tlfc^D->©^*SB^J«dideoxy terminator 
^iC J: UABI377 DNA Sequencer (Appl ied Biosystems}±) %M V^Tfilff bfc- $J 

[0 0 5 8] 

mmmtuQe^moyit-'^yv-r'^y^y^-^ mm**-- i6©sm# 

ST^^^SB^I (4317^^) 3&C^t„ ^«T^ 7^IS^J^ G 

[0 0 5 9] 

«T«Gge*t^ i SSS^GPRvl2©i(»6lCttfc hJ&M5fi5fc©Marathon Ready 

2 3 ffiSE# 2001-3005480 
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cDNA (Clontech£fc) &#£McDNAlC, "7 itV — \*zf bT5' -ATGGGCCCCGG 
CGAGGCGCTGCTGGCGG-3' (IJHf^: 3 3) , U/I-X^^^f V- H bT5'-TCAGT 
GTGTCTGCTGCAGGCAGGAATCA-3' (IB#I## : 3 4) $:/§Vn£ 0 PCRtiPyrobest DNA 
polymerase (£jgii) V^55W^;^2>y ^ F#fiTT\ 94"C (2.5#) <D^ 94 
"C (5#) /72°C (4#) (DVf VJlZm. 94°C (5#) /701C (4#) CD^-r ^ 
;i/£5[IU 94^ (5#) /68TC (4#) ©i^-f ^ ;p Z25®Wl U b fc D *<D&%k, 
J&l.l kbp©DNA$r##ifi|i§£;n£ 0 ^©$T>i £pCR2.1 plasmid (Invitrogen*±) 

&JC<fc U ABI377 DNA Sequencer (Applied Biosystems£fc) $:MVNT^=&f 

[0 0 6 0] 

ITO#U±1092 basecDopen reading frame (g2#J## : 1 7 CE>^1#@5^ £>^10 
92#S) &#oT^£<, open reading framed £ ^$1 $ tlZ T ^ ^SB#1 (363 

, #Mfc^-#Gg a f^SS^ft 5: rr - K & r i: #fl m b . 
[0 0 6 1] 

ff^GSe«^^M^^GPRvl3©ftipi{CttH FJB&Mffi^^Marathon Ready cD 
NA (Clontechft;) ££|McDNAlC. 7 * t7 - >f V- £ b T5' -ATGGGGAACGATT 

CTGTCAGCTACGAGT-3' (gB#I#-S§ : 3 5 ) , V A-^^^^fV-i: bT5' -CTACACC 
TCCATCTCCGAGACCAGGTCA-3' (fB#J## : 3 6 ) £JB V%fc 0 PCRttPyrobest DNA po 
lymerase (£«3&tfc) £J§V%5% 3^M7^ F3h£TT% 94^0 (2.5#) CD^, 94 
t; (5#) /72T; (2#) <DV4 ?fr*5®. 9AV (5#) /7(TC (2#) <Z>^-f * 
;i/^5HI, 94-C (5#) /68t: (2#) ©iM #;i/ £2511111 U ig b fc„ ^©^, 
ftl.l kbpCDDNAWT^r^if(iStlfco ZL©$t#£pCR2.1 plasmid (Invitrogenfr) 

*m^T>7n--y>fhtc. a nbnfcz n-yoMMmmtv?** % 

-#-&\ZZl »JABI377 DNA Sequencer (Applied Biosystemsft) &J^Tg?#fb 
[0 0 6 2] 
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W • ' 

|^Ii2#!&1014 baseCDX-^yV-T'J y*f7\s-2± (IB#J#-5f : 1 8 <Z>^1# 
Sr^^lftBB^J (3377 5 ^Bfc) £@B3«-S§-: 5 IZjjkto ^MT $ /Hl^Jlt G 

[0 0 6 3] 

Sffi«GgBJC&#g£g#GPRvl4©*!!*IlCtt:fc hMI ft ^©Marathon Beady 
cDNA (Clontechfct) £#|McDNAJC, ~7 * V- K^-f V- £ L T5' -ATGTTAGCCAA 
CAGCTCCTCAACCAACA-3' (SB#J## : 37) , U A-X^-^V- £ UT5' -TCAGA 
GGGCGGAATCCTGGGGACACTGT-3' (@E^I#-^ : 3 8) £ffiV^ 0 PCR&Pyrobest DNA 
polymerase (^$B3t*fc) V^5%/i^;l/i^7 5 K#£TT?94'C (2.5#) <D#, 94 
"C (5#) /72-C (2#) 9frt:5m. 941C (5#) /70TC (2#) 

;i/£5EU 94TC (m) /68TC (2#) ? )l £25@|g *J jg U tc„ 

jfel.l kbp©DNA»##J|?ii3*lfc. 3©»t/i£pCR2.1 plasmid (Invitrogenfr) 
£ Jg ? n - n > b # e>ftfc ? n - > ©a^S^Hi *J?**r $/ # - 5 * 
— ^iC J; UABI377 DNA Sequencer (Applied Biosystems£t) £Jg^T0#rb 
fee W&#tCfcofcfflWS:K#l##: 1 9{C^fc 
[0 0 6 4] 

gfr£>fglll9#a) £&oTV^ 0 :/> V ~5*-f > U- Afr fe^WStl 
§7^®1?!I (3727 5 7^) fcffl*ff##: 6 IC^f. ¥M7$ JWimm*. G 

[0 0 6 5] 

*r£<«&K#«MSW#GPRvl5<Z>itMiJCa:fc h^5Mffi^©Marathon Ready 
cDNA (Clontechft) Sr^^cDNAlC, 7* U~ Yzf^A UT5'-ATGAGTGATGA 
GCGGCGGCTGCCTGGCAG-3' (@2#|## : 39) , U/l-^^-f T-ilbT5' -CTAG 



2 5 
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GACGCGGAGCCCAGCGAGTCCGAG-3' (@E#J## : 4 0) &JB^fc. PCRtePyrobest DNA 
polymerase *m^5% *M7 5 K#£TT% 94°C (2.5#) <0&, 9 

8^C (5#) /72°C (4#) WfVfrkm. 98T; (5#) /70 o C (4#) ©iM* 
;i/£5HU 981C (5fJ» /68°C (4£0 <Z>1M * )l*25®m >J Lk D -£<Z>M^, 
ffil.8 kb P ODNA^^lflpg$tl^o rtf>$r#£pCR2.1 plasmid (Invitrogenft) 

&;gVAT*n-->^L£ 0 # £>;tx£ * n - :/©i&«@B#!& ^#-3r > # - # 

-#-?£lCj: IJABI377 DNA Sequencer (Applied Biosystemsft) £rM^Ti5¥#r L 
[0 0 6 6] 

mmmzi830i&m<D7t-?>v-T>c y^'yv-ju m?m^-. 20) 

T^-So #~:/>y ~^>f >£*:7ix-A^£^M2*i£7^ /Mg^J (609T^ 

^T^^7M©lKKMK^-r>-h^t)tl«>i»7K'^^^$:^bTv^^3 ( i:^e». # 

[0 0 6 7] 

^G§l3S^M^#:GPRvl6©^i|@C&fc hMfi5fc© Marathon Ready cDNA 
(Clontech*±) £#S§?cDNAlC, 7jtV~ K^-fT- t bT5' -ATGCTGGCAGCTGCC 
TTTGCAGACTCTAAC-3' :41), V A-^^^4^r~ £ bT5' -CTATTTA 

ACACCTTCCCCTGTCTCTTGATC-3' (ie^!I## : 4 2) £/§^£:= PCRttPyrobest DNA 
polymerase (SMit*±) 94"C (2#) 94"C (30#) /6(TC (30# 

) /72'C (ZHM ^;i/&30lHl^U^bfe o f©^, *&1.2 kbpGDDNAtfttf 

^ifipa^nfe. ;i©l$T#£pCR2.1 plasmid (Invitrogenft) ZftV^T 9 U--> 

#"L>t=. 0 m *i£ * n - >tf)J&«gB#R£ S^tf 3f S> # - ^ * - # -mz £ y ABI3 

77 DNA Sequencer (Appl ied Biosystemsft) £r£J V^j^flr l/£ 0 fjlil frlC&o £: 
IB^J$:@B^I## : 2 1 \Z^ B 
[0 0 6 8] 

57^;wj (4i9T^y^) zmpm^: 8izyjk? 0 ^mrz ;mmmi*. G 
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bfc. 

[0 0 6 9] 

ifmGSaS^^M^#:GPRvl70iiipSlCtttl hH&OTE&5fc<7>Marathon Ready 
cDNA (C 1 ontech) £ £|§ffcDNA (C. 7*?- K 7 ^ >f V - £ b T 5' -ATGAATCCATTTC 
ATGCATCTTGTTGGA-3' (gB#f## : 4 3) , V ^^>f V- H b T5' -CTAAAAG 

TGTGATTTCAGAGTGTTTCCC-3' (ffi#f## : 4 4) £JfV*£ 0 PCRtePyrobest DNA po 
lymerase £/gV\ 941C (2.5#) <D&. 94°C (5#) /721C (4#) © 

■V-J 9 frtm. 941C (5#) /70T) (4#) 0if-r^;i/$r5|il, 94°C (5#) /68 
r; (4#) £25111$! VMLfc. &f kbpODDNAfgrtf^JfipIS 

*l£ 0 i©»T#£:pCR2.1 plasmid (Invitrogenfr) £ VMT * O b£ 0 
#^4xfe^D->(Z)^gBMtt^^-^r^^-^*-^-^lca:*;ABI377 DNA S 
equencer (Applied Biosystemsft) £J3 ^TMffi b£ 0 ^ e>2HC&o £iB#I£@e 
: 2 2 {C^-T. 
[0 0 7 0] 

TO^I«1023f^S©^--^>i;-5 ; 'r>^7l^-A (gg^J##: 2 2©$lf 
Sv^£>^1023#S) SrJfoTV^. U -5^ > l^-A^e>^$I£*l 

ST^ymiB^J (340T^$) &SB#1##: 9 ICa^T. 5; ^SBMfci:. G 

^btv^-^e^ #»&^#Gg a 5: n - Kf r h -tfwm 
bfc. 

[0 0 7 1] 

if^GSa^^M^^GPRvl9(DJtijig{C«H hM*^0)Marathoii Ready cD 
NA (Clontechft) £#§McDNAiC, 7* V- K^^^ V- £ bT5' -ATGATGGGACTCA 
CCGAGGGGGTGTTCC-3' (@2#J#-f§- : 4 5) , V A* - * :/ 5 V - h b T 5' -CTAAGAG 
AAAATGGGTCCCTTGGATCCAG-3' (@2^lf## : 4 6) £/9^feo PCR&Pyrobest DNA p 
olymerase (§?@3g) £MV\ 94°C (2#) 94*C (303pJ>) /55T; (30#) / 

72T> (2#) ©iJ->T^;i/ 5:300^ Uigbfeo »1.0 kb P 0DNA$T##jg 
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UStlfc. Z.(DmKZpCR2A plasmid (Invitrogenfr) £Jg V\T * n - n> ^ L 

NA Sequencer (Applied Biosystemsfr) $:fflV\T^tfbfe„ «5! fcofcSJ#J 
£SM## : 2 3 tCasf. 
[0 0 7 2] 

mmmt95mm(Dyt-zfy v -?jyy? u-a (ib#i## = 23) 

[0 0 7 3] 

fTMGSaM^^^#:GPRv20©fiipg}C«tl hMi&ft ^©Marathon Ready cD 
NA (Clontechft) ££|McDNAtC, ^ # V ~ K^^^f V— £ L T 5' -ATGGATCCAACCA 
TCTCAACCTTGGACAC-3' (SM^: 4 7) , U V- £l L/T5' -TCAGGT 

TAGATAAACATCTATTTGAAGAC-3' (IB^J## : 4 8) £MV^ 0 PCR&Pyrobest DNA 
polymerase (Srgjt) 5% ^MT^ F#^TT\ 94°C (2.5#) 

94X1 (5#) /72r (4#) ©i^-f^;i/ 8:513, 94^ (5#) /70T; (4#) ODIr-f 
*;i/£5[U, 94TC (5#) /68°C (4#) ©iM *;i/&25imi*y$gl/fc. 
% $Jl.l kbp©DNA»T^^JtipgStl^o r©$T#£pCR2.1 plasmid (Invitrogen}± 

) £fflv^?n-^>^Lfc„ #e>*i£?a->©&«2m^:t3f 

*-#-&{C«J: UABI377 DNA Sequencer (Applied Biosystemsfr) %m^TM$T 
[0 0 7 4] 

HB»Bttlll6f6«©^--^>y-'7 ! -r y>f?\s-U (SiJ#I## : 2 4) 

t-^>U-f>f >^*7l/-A^f,fl$tlS75;ra (322T^ 

[0 0 7 5] 



2 8 
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mMGm&n&'&M$:m{kG?Rv21(DmmiZl$ll r*JJ&3Bt&3fe©Marathon Ready cD 
NA (Clontechft) ££|McDNAlC, 7 * V- K^^>fV- £ IT 5' -ATGGAGACCACCA 
TGGGGTTCATGGATG-3' (@B^J#-^ : 49) , U/l-Z^^fY- t tT5' -TTATTTT 
AGTCTGATGCAGTCCACCTCTTC-3' (MPM^ : 5 0) £M^£ 0 PCRttPyrobest DNA 
polymerase £J§V\ 5% jfc/I/ i*7 ^ K#£TTr, 94X; (2.5#) 

94TC (5#) /721C (4#) ©If -f ? ;i/ £50, 94TC (5#) /10V, (4#) (Z)-^ 

*;i/£5i§k 94t: (5#) /^st; (4#) ^;i^$:25111^yjgbfc<, -e©^ 

. $J1.2 kbp©DNA®T^^iiipg$tl^c 3 <Z)$r# £pCR2. 1 plasmid ( Invitrogen*± 
— J: *;ABI377 DNA Sequencer (Applied Biosystemsft) £JBv%T8¥#f 
[0 0 7 6] 

mmn\*ns2i%M<b*-zr>v yw (@b^j##: 25) 
-0^0 yt-^yv-rj u-&frb"?m2ti2>T$ jwmm (3937*5 

WGg e 3I&I8:M^# £ n - F1" £ d £ WJJ£ L fc„ 
[0 0 7 7] 

ffMGgee^^M^W^GPRv31©ifi|ig{CttH hfl&J&E&3fc<Z>Marathon Ready cD 
NA (Clontechfr) ^^McDNAlC, :7# V- F^^^f V-fc -ATGGTTGGAGACA 
CATTAAAACTTCTG-3' (gB^J## : 5 1) , U ;t-X^7^"7- £ bT5' -TCATGGCA 
TG ACAACCAGATTAGGA A AG-3 ' (IS^Jff : 5 2) £/I^fc 0 PCRttPyrobest DNA pol 
ymerase (S?@it) &JgV\ 94^ (2.#) (D^, 94XD (30#) /50*C (30#) /7 
2r (2#) ©1r>f 2:300^ U^L^c -e©^, fcl.l kbpCDDNA^^ifipi 
£*lfco i<D#r#£pCR2.1 plasmid (Invitrogenft) ? n V Lfe 

„ ff^nfe^n-X^igSSB^Ili^^^^^^-^^-^-SlCj: UABI377 DNA 
Sequencer (Applied Biosystemsf±) £ jg^T#¥#r t/£ 0 & o £ @B#f £ 

SB^J## : 2 6 IC^-To 
[0 0 7 8] 
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T^S. ^-^^U-^-f >^7l/-A^e>^8»Stl*r^^lftBB^J (353T* 
/m) S:BB^J#-&: 13K^i\ f «7 5 ;SSI?!I«, G^6«:ft$:SffgW#:tf> 

[0 0 7 9] 

*f^GSefC^!9:MS§#GPRv38<Z)Jt(@K:ttH hfl&ft5fc<£>Marathon Ready cDNA 
(Clontechfr) ££?McDNA&C, yUrV— K^7^7-t UT5' -ATGTCGGTCTGCTAC 
CGTCCCCCAGGGA-3' (BB#I## : 6 9 ) , U A-X"/^>f V- il LT5' -TCAAAGGTC 
CCATTCCGGACCGTCCTTC-3' (@B^!f## : 7 0) £MVn£ 0 PCR&Pyrobest DNA poly 
merase (StS^) £MV\, 5% *M7^ K#£T*l?. 98° C (2.530 (Z)^. 98 
° C (5f3>) /72° C (4#) ©"t^ *;i/£5®, 98° C (5#) /70° C (4#) ©-fr 
«f ZJlZSm. 98° C (5^3>) /68° C (4#) £25111^ Ujgbfco 

*gJH, Jftl.l kb P CDDNA^##ifipM£*l£o 3©m>iS:pCR2.1 plasmid (Invitrog 
en£fc) S:MV^T^D-->^b^ 0 # frtc V U - XDtaffi^Jti^f^^ # 
— 5 *-#-^lC J: UABI377 DNA Sequencer (Applied Biosystemsft) StM^T 

[0 0 8 0] 

ITO^Jttl077j&g©;*-:/> U-^-f >^!7 (I2#J#-Sf : 6 1) 

TV^ 0 tf-^U-T^ >^7l/-A^e>^Jl$tl§r^/mSB^J (358T^ 

[0 0 8 1] 

«T«GSeK^fi:S!S^#GPRv39©itfiK:ttt: hJB&«J * ^©Marathon Ready 
cDNA (Clontechft) ££|McDNAiC. T7 ;* *7 — F^^^fV- h LT5' -ATGTCAGGGAT 
GGAAAAACTTCAGAATG-3' (SE#1## : 71) , V A- XZf 7 J-?- Z.LT5' -TCAGG 
TTTTGTTAAAGTGGAAGCTTTGATAG-3' (Ig#J## : 7 2) £jBV^ D PCR&Pyrobest D 
NA polymerase (^T@5t) £ffiV\ 5% *^7^ F##TT\ 94° C (2#) <D%k 



ffilE# 2001-300548C 



#2 0 0 0- 1 0 1 

« * 



, 94° C (30#) /50° C (30©) /72° C (1.5#) ©iM * ;i/&35EI&y igLfc 
o *&1.2 kbp©DNA«r##J§f*IS*lfc. £ CDStJtT £pCR2.1 plasmid (In 

vitrogent±) £J§ v%T * □ ff b t=. 0 u-yoMM&fb&V'rlr 

— ^ J: »JABI377 DNA Sequencer (Applied Biosystemsfcfc) & 

[0 0 8 2] 

mmm$124&i&£CD7t--7yV- : rJ>yyi'-l* (5i7tt*-£: 6 2) 
[0 0 8 3] 

$T£|GMaf?&^M^^#GPRv40©if if^C&fc: hfl&Jftfi^Marathon Ready cD 
NA (Clontechft) £ »g cDNAKU :7**7-K:7^>fV-£LT5' -ATGGAGGATCTCT 
TTAGCCCCTCAATTC-3' (BB^I## : 73) , yA-;*^>fV-i:LT5' -CTAGAAG 
GCACTTTCGCAGGAGCAAGGC-3' : 7 4) St^V^c PCRfciPyrobest DNA po 

lymerase (S?SB) £MV%, 5% /JxM7 5 K##TT% 98° C (2.5#) ©gL 9 
8° C (5#) /72° C (4#) <D?J 2?lZ5m. 98° C (5#) /70° C (4#) ©■?- 
-f?;i/£5HU 98° C (5#) /68° C (4#) ©-tf--f ^;i/£25@lli UigLfeo •£© 

3&1.3 kb P ©DNA#T##ifi|lS£ft£„ r©#T#£pCR2.1 plasmid (Invitrog 
enfcfc) $:ffiVNT^n-n>^tfe 0 ft 5> ttfe * n - >©ittffl*0B: S^** S># 
— ^ * — UABI377 DNA Sequencer (Applied Biosystensft) £ffiV»T 

[0 0 8 4] 

TO^IttlSOS^HO^-^^U— r-f >^7l/-A (S5#J## : 6 3) 

t^s c *-zfyv yfyu-^fr^wzftZT* smmm (4347^ 
m^xtb & 7^© k * >f > £ a** n s & * b x v * & z i: # h , 



ffiflSf 2 0 0 1 - 3 0 



^^#2 000 — 101339 

[0 0 8 5] 

«f*G«e*^«a!S*#GPRv47©*|iK:ttfc FJ^IMS&OMarathon Ready 
cDNA (Clontech£fc) Sr^McDNA^C, 7 * »7 - F^ 9>f V- £ bT5' -ATGGAGTCCTC 
ACCCATCCCCCAGTCATC-3' (gH^J## : 7 5). 'J/t-^^^V- £ bT5' -TCAT 
GACTCCAGCCGGGGTGAGGCGGCAG-3' (@2^J#-t : 7 6) ^MV 1 ^,, PCRtePyrobest DN 
A polymerase £JSV\ 5X ^A7$ K#$TT% 94° C (2#) 

, 94° C (30©) /50° C (30#) /72° C (1.5#) ©if--f * ;p £35®^ *J *g L 
o *&1.4 kbp®DNA»T^^it#i$tlfeo 3tf)$T#$:pCR2.1 plasmid (In 

vitrogenfr) SrfflV^T ^ n #e>*lfc? □ -><D&mmFmi?T* 
3f£/# — ^ — UABI377 DNA Sequencer (Applied Biosystems^t) £ 

[0 0 8 6] 

TO^J»1356mS©>r-^ , >lI-^-f >^7l/-A (@B#J##: 6 4) 
TVn^ 0 *-^>U— ^-f >y7l/-A^e>^ajStl<5T^ /M2#J (451T^ 

[0 0 8 7] 

*rMGSeR^48MS»#GPRv51©Jff«Cttll h#*a*©Marathon Ready cD 
NA (Clontechfr) £«§ffcDNAlC. 7 * U~ F^5 ^ V- £ L/T5' -ATGAACCAGACTT 
TGAATAGCAGTGG-3' (SB^'J## : 77) , ij/1-^y5>f *T- t IT5' -TCAAGCCCC 
CATCTCATTGGTGCCCACG-3' (IB^J## : 7 8) fcJgV^. PCR&Pyrobest DNA poly 
merase (S?@3£) £MV\ 98° C (2.5#) (D^ 98° C (30#) /50° C (30#) 
/68° C (4#) tniZZSmrnVMLfc. *tf>^JH, &J1.0 kb P ©DNA$T## 

Jf*g$tlfeo r©$T#&pCR2.1 plasmid (Invitrogenft) Z J% \<^T t? U - — > 
L£ 0 ^^tlfc^D-^OaSBJ^fftt^^^rS/^-^^-^-iSJCJ: UABI377 
DNA Sequencer (Applied Biosystemsfr) %m^Xffl%xLt~ 0 ^ »b *MC & o @2 

m*mntt - 6 5 iz^-t „ 

[0 0 8 8] 



3 2 



£IE# 2001-3005480 



#2000-101 

mmmt9G6&m<D*-7> V -74 >>f7 (BB#I##: 6 5) 

TV^ 0 t-^U-f-f >!f7ls-2*fr?> : ¥>m-£nZ>T$. Smmfl (321T^ 

& -5 7M©J@IK*i K * >f > £ JBfcft S *fcM£«# & ^ l/TV>«ifcfr&, 
#*fc^ffG§&«£«M£&#&=i- Kt6ittfW«Lfe. 
[0 0 8 9] 

*^GaeR*«fi5e##GPR¥53©J»«Cttllh»jS**(OMarathcwi Ready cD 
NA (Clontechft) ££gMcDNAfC, 7 * *7 - >f V- £ bT5' -ATGCCAGATACTA 

ATAGCACAATCAATT-3' (BB#f#-# : 79) , U A- * 7^ ^- £ UT5' -TTAAGAA 
GATACTGACCGACTGTGTTGT-3' (U#|## : 8 0) £/SV^ 0 PCR&TaKaRa La Taq ( 
^7@3t) &MV^ 94° C (2.5#) 0flU 94° C (30#) /55° C (30=g>) /72° C 
(2#) ®-9->f 5:40®^*; jgb fc 0 ^©^^ ^J1.2kbp©DNA»r^^ii(g$tl 
fee ZftmftZpCM.l plasmid (Invitrogen£fc) Sr^T ^ P - — > V Ltc 0 % 
%ilfc?U-y<Di&Mmm$P7**i/#-$*-#-mK£*)kBm7 DNA Seq 
uencer (Appl ied Biosystemsft;) fcjg ^TMffi L tc B m £frtC&ofcf2?l[£:Ii2#J 
: 6 6 iC^fc 
[0 0 9 0] 

mmnmnmm<n*-zfyy-74 y>?7\/-u : 6 6) 

TV%£o *-7°>V-74 ytf7 U-^-fr^mZtlZTS. SWtmm (390T^ 

mmx~2b & 7ffi©E«a k * >f > t &*> ti z & * u t <5 - 1 e> , 

[0 0 9 1] 

«f«G«ajatft«MS«#GPRv71©J|M6K:a:fc MI&^ft*©Marathon Ready cD 
NA (Clontechft) fefifScDNAKl, 7 # V - YT**? >f V- £ bT5' -ATGGAGAAGGTGG 
ACATGAATACATCAC-3' (@B#J## : 81) , V A - X 7° ^ >f V - £ b T 5' -TTACCCA 
GATCTGTTCAACCCTGGGCATC-3* (K#f#-& : 8 2) £ffi^fc 0 PCR&Pyrobest DNA p 
olymerase (^g3i) fefflVV 94° C (2.5#) 98° C (55$) /72° C (4# 

) (DV-J 9 frttm. 98° C (5#) /70° C (4#) ©iM ? ;i/£5H!, 98° C (5?J> 



ffiH4f 2001-3005480 
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* » 

) /68° C (4#) ©i^#;i/£25®|£*j$gl,7c e ^©^> $Jl-0 kbpCODNAffr/t 
#ifipS£*l7c 0 i(Z)^T^$:pCR2.1 plasmid (Invitrogenft) ^m^XV U-~y 

77 DNA Sequencer (Applied Biosystemsf±) £/§V*T^#f b 7c„ BJ! 8> 7> IC & o 7c 
U#J£@B#J## : 6 
[0 0 9 2] 

|«|gB^iil002^©^-^ p >y-^^>^-7l/-A (gB3«-^ : 6 7) 
[0 0 9 3] 

«f«Gge«*IS:S!S*#:GPRv72©Jf?IBJCttfc htfJ i^DNA (Clontechfr) £|# 
MDNAtC, 7*<7-K^7-YV-^bT5' - ATGACGTCCACCTGCACCAACAGCACGC-3' ( 
BI#l#-3 : 83) , 'JA-X^7-fT-clT5' -TCAAGGAAAAGTAGCAGAATCGTAGGA 
AG-3' (IB#J#-i§ : 8 4) SrM^fc. PCRttPyrobest DNA polymerase (S7@Si) 
£MV\ 94° C (2#) <D^. 94° C (30f£) /55° C (30#) /68° C (4#) <DV 
>f £30®|£ »j$gUfc. ^©M^, *&1.5 kbp©DNA»rtf #*f<B<5S*lfc 0 3 COW? 
#£pCR2.1 plasmid (Invitrogenft) £Jg v>T 9 U — — > >f b7c c #£>*i7c^n 
-^CD^ie^J^^^^ri/^-^^-^-^lCjiyABIS?? DNA Sequencer (Ap 
plied Biosystemsfr) ^XMffi b 7c„ l£ o 7cIg#I£:gB#I## : 6 8 

[0 0 9 4] 

mmmti527m.m(D^-^yv~'r-{y^yv-^ mmm^z 6 8) 

TVN£„ ^--y^U-^-f l/-^^e>^M$tl-5T^ y^SB^J (508T^ 

mmxdb&imvmnm f* a > t®tDtiz>m*®.M®zm lx z. 1 # e>. 

[0 0 9 5] 



ffiSE#2 0 0 1 



-30 



#2000-1 01 



TGPRv4j ©7 5 7^@H^Jt?©SWISS-PR0TJC>y-rSBLAST (Basic local alignm 
ent search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (19 
90)]fc*ig*«:Hl Ic^Lfc. r G pRv4j ttSE^iGSBft^fiSS«fr©tf»^»0R 
YLA PROBABLE G PROTEIN-COUPLED RECEPTOR (Q91178, 428aa) \zft UT3l56T*ft=fe; 

Wv^mtt&aKbfe. rci^e, r G pRv4j ^«TSGge«^fi:SS«#*e*)* 

[0 0 9 6] 

TGPRv8j ©7 5 y KIB^I^OSWISS-PROTtC^ff *BLASTtft5HilS*&H 2 JCa*L 
fc„ TGPRv8j tt|lfc^GgeK&|gM^#©*TttHUMAN VASOPRESSIN V1B RECE 
PT0R (P47901, 424aa)&C*fLT, 36X*Cft%>iSV^IWtt &33tLfc 0 Z.<DZ.htS^^ 
TGPRvSj #*f«Gg <5 rt^lfe. 

[0 0 9 7] 

TGPRvllj ©75 y^gH^JT'(DSWISS-PROTlC*fi-§BLAST^^S:03 IZB 
bfec rGPRvllj tegfc&IGge^fgM^^ft©^ teHUMAN NEUROPEPTIDE Y RE 
CEPT0R TYPE 2 (P49146, 381aa) KM h X. 31%T-*&i^ffilTO$:^U£o -© 

ztfrb rcPRviu tfmmt&&K&®M&&#T*%>&zt:ifiWmis&o 

[0 0 9 8] 

TGPRvl2j ©75 7^iH^J^©SWISS-PR0TC^fi-^>BLAST^^$:S4 IC^ 
Lfe 0 TGPRvl2j ttSE^lGSiejC^!S;S!S^ft©**ettRAT 5-HYDR0X YTR YPTAM I NE 
6 RECEPTOR (P31388, 436aa) }C*f LT, 27te:B: : fe]ev^|!!I'£$:^ bfe 0 3 ©3 

tfrt, r G pRvi2j ^sf^Ggee^sis^^&siii^wi/fe. 

[0 0 9 9] 

TGPRvl3j ©75 yi?i2^JT'©SWISS-PR0TiC#-r-5BLASm^^S®5 {C^ 
L£= TGPRvl3j tt^Gge^^^M^^©'4 I T'«P0NPY C5A ANAPHYLATOXIN 
CHEMOTACT I C RECEPTOR (P79234, 340aa) izft It, 39%TH6%i6?V>;fBEItt3:3*l, 

fc. z:©r^f, rGPRvi3j ^gf^G^eK^M^^-e^sziii^W^Lfc 

o 



ffiSE# 2001-3005480 



#2000-101339 

[0 10 0] 

TGPRvHj (D7 ^ J ^afi^J-eOSWISS-PROKC^r-t §BLAST^mM^&0 6 (C^ 
ht=. a TGPRV14J te^&GS&jC&$S^#©^&CHICK P2Y PURINOCEPTOR 
5 (P32250, 308aa)fC*fbT, 40^**^*SI^'[£ : &;m b£ 0 Z\<DZ\tfrh TGP 
Rvl4j tffr^Gg 3 »&$!M^ftT* HbhZ\k. ium® b £ 0 
[0 10 1] 

TGPRvl5j <D7 ^ J mm&}T°<DSmSS-PROTlZttt ZZLbST&mffiM&mi l^xk 
Lfco TGPRvl5j ltmftGm&W&®M%;Wft(DtpT*m\mkti 5-H YDROXYTR YPTAM I 
NE IE RECEPTOR (P28566, 365aa) tc*f b T26%-e*%iS^*BI^'K£^ Lfc 0 Z.<D 

z\tfrh rcpRvi5j i)mMGmsm&'&m%mfcT&2>z\£-t)mwLfr 0 

[0 10 2] 

rGPRvl6j ©7 ^ J ^»J^(Z)SWISS-PR0TlC^f-rSBLASm^M*$:®8 IC^ 
Lfco TGPRvl6j te^frGgefC&^M^ft^^&MOUSE GAL AN IN RECEPTOR 
TYPE 1 (P56479 , 348aa) JC*f LT, 28^S%iSVN*B|SH££^Lfco Z(DZ£-fr 

rcpRviej ^ifmGgeR^M^i*:T^e^^^J^Lfe 0 

[0 10 3] 

TGPRvl7j (DT 5. J mmF}T*0SmSS-PmTiZtt?ZBLkSmmU3k$:W9lZ7F 
TGPRV17J lige^IGS «£^§?^ffc<Z)tfJ-e &HUMAN PROBABLE G PROTEI 
N-COUPLED RECEPTOR GPR24 (Q99705, 402aa)lC^LT, 38%T*ft=fe>l^tBI^&£ 
j*L£„ Z\<DZ.hfrib TGPRvl7j #$T^G§a|C&^^tt-£&3 Z. £ &WW 
b£„ 

[0 10 4] 

TGPRV19J 0D7 ^ y ^BH?U^©SWISS-PR0TtC^-t SBLAST^$g^$:H 1 0 \Z 
^bfeo TGPRV19J «^GgaK^M^^©^l?ttAPIME OPSIN, BLUE-SEN 
SITIVE (P90680 , 377aa) IZft bT25re«*>^ffil*34£5:^b£o ^©r£^£ 
TGPRvigj ^Uf^CSt e^^S^^-efe £ ^ £ b fc c 
[0 10 5] 

TGPRv20j ©7 ^ J WMMTt ©SWISS-PROTlC^f-t-g>BLAST^^^$:H 1 1 \Z 
j^b£ 0 TGPRv20j ti^GSSK^^M^^^cfettRAT MAS PR0T0-0NC0GEN 



3 6 
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#2 000-1013 



I 



E (P12526, 324aa)£#LT385^*fcWV^|^tt&3*bfc. Z.(DZ£frt> TGPRv 
20j &8iMGfc&9t&1Bm3t&ft'e3b&Z£.1fi#mb1t. 
[0 10 6] 

TGPRv21j COT ^ J KBS^JTOSWISS-PROTtC^fSBUSTtfeSHM^SH 1 2 IC 
jSU£ 0 TGPRV21J tiJ»»GScejR^!S!S!S^©tfiTtt l"GPRv21j tt£E&IG3c& 
K&ftMSSSftG^^ttBOVIN NEUROPEPTIDE Y RECEPTOR TYPE 2 (P79113, 384a 
a)C#bT30XTHft**V*ffiratt&a*Lfe. ZOZt-frb TGPRv21j #$9IGga 

[0 10 7] 

TGPRv31J 07^; ^@B^J-ecDSWISS-PROTlCM > T-&BLAST^^m$:® 1 3 1C 
^bfec TGPRv31j tt«E»Gge*t*«;a!S*#©4»TttSHEEP THYROTROP I N-REL 
EASING HORMONE RECEPTOR (Q28596, 398aa){C#bT29%T*«: ; blSv%#im^^^b 
fc„ Z.0Z£ft*> TGPRV31J ifimMGgt&9t&®m%&#tt*Z.£tfimmL1t 

o 

[0 10 8] 

TGPRv38j COT ^ y^g2JfJ^0SWISS-PROT(C*frS BLAST (Basic local align 
oent search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
990)Hft5Hlg*S:H14K:^bfe. TGPRv38j tttt#G£B«&«S£«fca>if''T? 
\tm— fc=fctf>tt#:ft-frT, P2Y PURINOCEPTOR 7 (Q15722, 352aa) (C*f bT46%T 
«%«VvfflBtt&3Sbfc. ZCDZtfrh TGPRv38j #$T&Gg Jl*fiSI«## 

[0 10 9] 

TGPRv39j COT ^ y^Sa^JT^SWISS-PROTtC^-r^BLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
990)]fc*|g*£Hl 5tCj^Lfco TGPRv39j «8E#GgeR#«!3!&&#0>#T? 

RAT NEUROTENSIN RECEPTOR TYPE 1 (P20789, 424aa) 
£#UT35l7?*%Wv*rai^tt£z&Ufc. Z-(DZ£frt> TGPRv39j #$T&GgB® 
*«SIS*#Tf * 5 r #$H8 U fee 
[0 110] 



3 7 
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* » 

TGPRV40J 07^ J KK^J*e©SWISS-PROTtcM^"SBLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 

99o)]mmm^mi eizBLt^ rGPR V 4oj iz&mm.&n&nM%mfa<DtpT* 

l$m fe-ft-f. OXYTOCIN RECEPTOR (P97926, 388aa)lC>tfLT34XT?J6 

bm^mftz^vrco zcD^tfr^ r G pRv40j tfmmGm&ft&&m&&faT* 

[0 111] 

TGPRv47j <DT$ 7KBB^JT ©SWISS-PROTJC*f-f"S BLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
99O)mm*£JH£0i 7ic^L£. r G pRv47j ttJ8&Gga jt#&3ff^#©#*e 

ttR — fc*>©Ji#&i3r1% GPRX_0RYLA PROBABLE G PROTEIN-COUPLED RECEPTOR ( 
Q91178, 428aa)£^bT43%T:Rfci«V^|f3'&£^L£:o Z\(DZ.t.frP> r G PR V 47 

[0 112] 

IGPRv51j <DT$ y ^IB^Il?©SWISS-PROTlC*f-r^ BLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
990)]&m^*£gll 8lZ^kLfc 0 r G PRv51j ii^Ggeg^M^^O^T' 
fc*H--fc*»©ti#:fel2r'f% PROBABLE G PROTEIN-COUPLED RECEPTOR RTA (P23749, 

MZ3iz)izMhX37%ism%'m^mm^mvr^ 0 z-o^t-^h igprvsu &§m 

Gg -5 3 £ tfflW L 

[0 113] 

TGPRv53j (07$ ^i?iB^J'e©SWISS-PR0T{C^f-r-5BLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
990)]tfe**£*&Bll 9fc^Lfc. l"GPRv53j tt&»Gga«#«S££fl:<Brf*T? 

MUSCARINIC ACETYLCHOLINE RECEPTOR M3 (P49578, 63 
9aa){c^LT3lXl?ft%lSv^ratt«:^bfe 0 r©^i:^e> TGPRv53j #8r£G3l 

[0 114] 

IGPRV71J ©T^ y^B2^rjT(Z)SWISS-PR0ncM-t*-5BLAST (Basic local align 



3 8 
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ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
990)]«*^&H2 OtC^Lfe. TGPRV71J tt«S&GgBft&#g£«#©«£T? 
itm— &=&<Z>&##iH\ Chicken P2Y PURIN0CEPT0R 3 (P2Y3) (Q98907, 328aa 
)tC3*LT45XT«t;l«V^HffiS:^Lfc. Z<DZ£fr*> rGPRv71j ##9&GgB 

[0 115] 

TGPRv72j ©75 y^@B^J"e<DSWISS-PROTtC^-rSBLAST (Basic local align 
ment search tool) [S. F. Altschul et al., J. Mol. Biol., 215: 403-410 (1 
99O)]*fc5R|g:gfc02 UCj^Ufc., TGPRV72J l«fcGgBR##Sg*#©*T? 
lil^— ^^©li#^Eiff. ALPHA-1A ADRENERGIC RECEPTOR (002824, 466aa)lC# 
LT30%Vm*-m^mm&ZBL& 9 Z.<DZ£frt> rGPRv72j tf*r&GSc&9t£tt 

[0 116] 
[$S$©3&HI] 

*»W»C*y» $9£G§BfU*«g!g&fl: (GPRv4, GPRv8, GPRvll, GPRvl2, G 
PRvl3, GPRvl4, GPRvl5, GPRvl6, GPRvl7 GPRvl9, GPRv20, GPRv21, GPRv31, GP 
Rv38, GPRv39, GPRv40, GPRv47, GPRv51, GPRv53, GPRv71, GPRv72) , ^gSM 

[0 117] 
[@2#!3t] 

SEQUENCE LISTING 

<110> HELIX RESEARCH INSTITUTE 



2001-3005480 



^P#2 000—101339 

<120> Novel G protein-coupled receptors and genes encoding them, and the 
ir production and use. 

<130> H1-113DP1 

<140> 
<141> 

<150> JP 1999-375152 
<151> 1999-12-28 

<160> 84 

<170> Patentln Ver. 2.1 

<210> 1 

<211> 368 

<212> PRT 

<213> Homo sapiens 

<400> 1 

Met Ala Asn Ser Thr Gly Leu Asn Ala Ser Glu Val Ala Gly Ser Leu 
15 10 15 

Gly Leu He Leu Ala Ala Val Val Glu Val Gly Ala Leu Leu Gly Asn 

20 25 30 

Gly Ala Leu Leu Val Val Val Leu Arg Thr Pro Gly Leu Arg Asp Ala 
35 40 45 



4 0 
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Leu Tyr Leu Ala His Leu Cys Val Val Asp Leu Leu Ala Ala Ala Ser 

50 55 60 

He Met Pro Leu Gly Leu Leu Ala Ala Pro Pro Pro Gly Leu Gly Arg 

65 70 75 80 

Val Arg Leu Gly Pro Ala Pro Cys Arg Ala Ala Arg Phe Leu Ser Ala 

85 90 95 

Ala Leu Leu Pro Ala Cys Thr Leu Gly Val Ala Ala Leu Gly Leu Ala 
100 105 110 

Arg Tyr Arg Leu lie Val His Pro Leu Arg Pro Gly Ser Arg Pro Pro 
115 120 125 

Pro Val Leu Val Leu Thr Ala Val Trp Ala Ala Ala Gly Leu Leu Gly 
130 135 140 

Ala Leu Ser Leu Leu Gly Pro Pro Pro Ala Pro Pro Pro Ala Pro Ala 

145 150 155 160 

Arg Cys Ser Val Leu Ala Gly Gly Leu Gly Pro Phe Arg Pro Leu Trp 

165 170 175 

Ala Leu Leu Ala Phe Ala Leu Pro Ala Leu Leu Leu Leu Gly Ala Tyr 

180 185 190 

Gly Gly He Phe Val Val Ala Arg Arg Ala Ala Leu Arg Pro Pro Arg 



4 1 
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^J^f 2000-101339 

195 200 205 

Pro Ala Arg Gly Ser Arg Leu Arg Ser Asp Ser Leu Asp Ser Arg Leu 
210 215 220 

Ser He Leu Pro Pro Leu Arg Pro Arg Leu Pro Gly Gly Lys Ala Ala 

225 230 235 240 

Leu Ala Pro Ala Leu Ala Val Gly Gin Phe Ala Ala Cys Trp Leu Pro 

245 250 255 

Tyr Gly Cys Ala Cys Leu Ala Pro Ala Ala Arg Ala Ala Glu Ala Glu 

260 265 270 

Ala Ala Val Thr Trp Val Ala Tyr Ser Ala Phe Ala Ala His Pro Phe 

275 280 285 

Leu Tyr Gly Leu Leu Gin Arg Pro Val Arg Leu Ala Leu Gly Arg Leu 

290 295 300 

Ser Arg Arg Ala Leu Pro Gly Pro Val Arg Ala Cys Thr Pro Gin Ala 

305 310 315 320 

Trp His Pro Arg Ala Leu Leu Gin Cys Leu Gin Arg Pro Pro Glu Gly 

325 330 335 

Pro Ala Val Gly Pro Ser Glu Ala Pro Glu Gin Thr Pro Glu Leu Ala 

340 345 350 
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Gly Gly Arg Ser Pro Ala Tyr Gin Gly Pro Pro Glu Ser Ser Leu Ser 

355 360 365 



<210> 2 
<211> 371 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Pro Ala Asn Phe Thr Glu Gly Ser Phe Asp Ser Ser Gly Thr Gly 
15 10 15 

Gin Thr Leu Asp Ser Ser Pro Val Ala Cys Thr Glu Thr Val Thr Phe 

20 25 30 

Thr Glu Val Val Glu Gly Lys Glu Trp Gly Ser Phe Tyr Tyr Ser Phe 

35 40 45 

Lys Thr Glu Gin Leu He Thr Leu Trp Val Leu Phe Val Phe Thr lie 

50 55 60 

Val Gly Asn Ser Val Val Leu Phe Ser Thr Trp Arg Arg Lys Lys Lys 
65 70 75 80 

Ser Arg Met Thr Phe Phe Val Thr Gin Leu Ala lie Thr Asp Ser Phe 

4 3 ffifE# 2001-3005480 



#2000-101339 

p 

85 90 95 

Thr Gly Leu Val Asn He Leu Thr Asp He Asn Trp Arg Phe Thr Gly 
100 105 110 

Asp Phe Thr Ala Pro Asp Leu Val Cys Arg Val Val Arg Tyr Leu Gin 

115 120 125 

Val Val Leu Leu Tyr Ala Ser Thr Tyr Val Leu Val Ser Leu Ser lie 
130 135 140 

Asp Arg Tyr His Ala He Val Tyr Pro Met Lys Phe Leu Gin Gly Glu 

145 150 155 160 

Lys Gin Ala Arg Val Leu He Val He Ala Trp Ser Leu Ser Phe Leu 

165 170 175 

Phe Ser He Pro Thr Leu lie lie Phe Gly Lys Arg Thr Leu Ser Asn 

180 185 190 

Gly Glu Val Gin Cys Trp Ala Leu Trp Pro Asp Asp Ser Tyr Trp Thr 
195 200 205 

Pro Tyr Met Thr He Val Ala Phe Leu Val Tyr Phe He Pro Leu Thr 

210 215 220 

lie He Ser He Met Tyr Gly He Val lie Arg Thr He Trp He Lys 

225 230 235 240 
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Ser Lys Thr Tyr Glu Thr Val He Ser Asn Cys Ser Asp Gly Lys Leu 

245 250 255 

Cys Ser Ser Tyr Asn Arg Gly Leu He Ser Lys Ala Lys lie Lys Ala 

260 265 270 

He Lys Tyr Ser He lie He He Leu Ala Phe lie Cys Cys Trp Ser 

275 280 285 

Pro Tyr Phe Leu Phe Asp lie Leu Asp Asn Phe Asn Leu Leu Pro Asp 

290 295 300 

Thr Gin Glu Arg Phe Tyr Ala Ser Val lie He Gin Asn Leu Pro Ala 

305 310 315 320 

Leu Asn Ser Ala lie Asn Pro Leu lie Tyr Cys Val Phe Ser Ser Ser 

325 330 335 

He Ser Phe Pro Cys Arg Glu Gin Arg Ser Gin Asp Ser Arg Met Thr 

340 345 350 

Phe Arg Glu Arg Thr Glu Arg His Glu Met Gin lie Leu Ser Lys Pro 

355 360 365 

Glu Phe He 

370 



<210> 3 

4 5 mfE4f 2001-3005480 



#2 000 — 101339 



<211> 431 
<212> PRT 

<213> Homo sapiens 
<400> 3 

Met Gin Ala Leu Asn He Thr Pro Glu Gin Phe Ser Arg Leu Leu Arg 
15 10 15 

Asp His Asn Leu Thr Arg Glu Gin Phe He Ala Leu Tyr Arg Leu Arg 

20 25 30 

Pro Leu Val Tyr Thr Pro Glu Leu Pro Gly Arg Ala Lys Leu Ala Leu 

35 40 45 

Val Leu Thr Gly Val Leu lie Phe Ala Leu Ala Leu Phe Gly Asn Ala 

50 55 60 

Leu Val Phe Tyr Val Val Thr Arg Ser Lys Ala Met Arg Thr Val Thr 

65 70 75 80 

Asn He Phe He Cys Ser Leu Ala Leu Ser Asp Leu Leu lie Thr Phe 

85 90 95 

Phe Cys He Pro Val Thr Met Leu Gin Asn lie Ser Asp Asn Trp Leu 
100 105 110 

Gly Gly Ala Phe lie Cys Lys Met Val Pro Phe Val Gin Ser Thr Ala 

115 120 125 

4 6 2001-3005480 
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Val Val Thr Glu He Leu Thr Met Thr Cys lie Ala Val Glu Arg His 

130 135 140 

Gin Gly Leu Val His Pro Phe Lys Met Lys Trp Gin Tyr Thr Asn Arg 

145 150 155 160 

Arg Ala Phe Thr Met Leu Gly Val Val Trp Leu Val Ala Val He Val 

165 170 175 

Gly Ser Pro Met Trp His Val Gin Gin Leu Glu He Lys Tyr Asp Phe 

180 185 190 

Leu Tyr Glu Lys Glu His He Cys Cys Leu Glu Glu Trp Thr Ser Pro 

195 200 205 

Val His Gin Lys lie Tyr Thr Thr Phe He Leu Val He Leu Phe Leu 

210 215 220 

Leu Pro Leu Met Val Met Leu He Leu Tyr Ser Lys He Gly Tyr Glu 

225 230 235 240 

Leu Trp He Lys Lys Arg Val Gly Asp Gly Ser Val Leu Arg Thr He 

245 250 255 

His Gly Lys Glu Met Ser Lys He Ala Arg Lys Lys Lys Arg Ala Val 

260 265 270 

He Met Met Val Thr Val Val Ala Leu Phe Ala Val Cys Trp Ala Pro 

275 280 285 
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Phe His Val Val His Met Met He Glu Tyr Ser Asn Phe Glu Lys Glu 

290 295 300 

Tyr Asp Asp Val Thr He Lys Met He Phe Ala He Val Gin He He 

305 310 315 320 

Gly Phe Ser Asn Ser He Cys Asn Pro He Val Tyr Ala Phe Met Asn 

325 330 335 

Glu Asn Phe Lys Lys Asn Val Leu Ser Ala Val Cys Tyr Cys He Val 

340 345 350 

Asn Lys Thr Phe Ser Pro Ala Gin Arg His Gly Asn Ser Gly He Thr 

355 360 365 

Met Met Arg Lys Lys Ala Lys Phe Ser Leu Arg Glu Asn Pro Val Glu 

370 375 380 

Glu Thr Lys Gly Glu Ala Phe Ser Asp Gly Asn He Glu Val Lys Leu 

385 390 395 400 

Cys Glu Gin Thr Glu Glu Lys Lys Lys Leu Lys Arg His Leu Ala Leu 
405 410 415 



Phe Arg Ser Glu Leu Ala Glu Asn Ser Pro Leu Asp Ser Gly His 

420 425 430 
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<210> 4 
<211> 363 
<212> PRT 

<213> Homo sapiens 
<400> 4 

Met Gly Pro Gly Glu Ala Leu Leu Ala Gly Leu Leu Val Met Val Leu 
15 10 15 

Ala Val Ala Leu Leu Ser Asn Ala Leu Val Leu Leu Cys Cys Ala Tyr 

20 25 30 

Ser Ala Glu Leu Arg Thr Arg Ala Ser Gly Val Leu Leu Val Asn Leu 

35 40 45 

Ser Leu Gly His Leu Leu Leu Ala Ala Leu Asp Met Pro Phe Thr Leu 

50 55 60 

Lea Gly Val Met Arg Gly Arg Thr Pro Ser Ala Pro Gly Ala Cys Gin 
65 70 75 80 

Val lie Gly Phe Leu Asp Thr Phe Leu Ala Ser Asn Ala Ala Leu Ser 

85 90 95 

Val Ala Ala Leu Ser Ala Asp Gin Trp Leu Ala Val Gly Phe Pro Leu 
100 105 110 

Arg Tyr Ala Gly Arg Leu Arg Pro Arg Tyr Ala Gly Leu Leu Leu Gly 
115 120 125 

4 9 ftgEff 2001-3005480 
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Cys Ala Trp Gly Gin Ser Leu Ala Phe Ser Gly Ala Ala Leu Gly Cys 

130 135 140 

Ser Trp Leu Gly Tyr Ser Ser Ala Phe Ala Ser Cys Ser Leu Arg Leu 
145 150 155 160 

Pro Pro Glu Pro Glu Arg Pro Arg Phe Ala Ala Phe Thr Ala Thr Leu 

165 170 175 

His Ala Val Gly Phe Val Leu Pro Leu Ala Val Leu Cys Leu Thr Ser 
180 185 190 

Leu Gin Val His Arg Val Ala Arg Arg His Cys Gin Arg Met Asp Thr 

195 200 205 

Val Thr Met Lys Ala Leu Ala Leu Leu Ala Asp Leu His Pro Ser Val 

210 215 220 

Arg Gin Arg Cys Leu He Gin Gin Lys Arg Arg Arg His Arg Ala Thr 

225 230 235 240 

Arg Lys lie Gly He Ala lie Ala Thr Phe Leu He Cys Phe Ala Pro 

245 250 255 

Tyr Val Met Thr Arg Leu Ala Glu Leu Val Pro Phe Val Thr Val Asn 

260 265 270 

Ala Gin Trp Gly He Leu Ser Lys Cys Leu Thr Tyr Ser Lys Ala Val 



mSE# 2 0 0 1 
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275 280 285 

Ala Asp Pro Phe Thr Tyr Ser Leu Leu Arg Arg Pro Phe Arg Gin Val 

290 295 300 

Leu Ala Gly Met Val His Arg Leu Leu Lys Arg Thr Pro Arg Pro Ala 

305 310 315 320 

Ser Thr His Asp Ser Ser Leu Asp Val Ala Gly Met Val His Gin Leu 

325 330 335 

Leu Lys Arg Thr Pro Arg Pro Ala Ser Thr His Asn Gly Ser Val Asp 

340 345 350 

Thr Glu Asn Asp Ser Cys Leu Gin Gin Thr His 

355 360 



<210> 5 

<211> 337 

<212> PRT 

<213> Homo sapiens 

<400> 5 

Met Gly Asn Asp Ser Val Ser Tyr Glu Tyr Gly Asp Tyr Ser Asp Leu 
15 10 15 

Ser Asp Arg Pro Val Asp Cys Leu Asp Gly Ala Cys Leu Ala He Asp 

20 25 30 
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Pro Leu Arg Val Ala Pro Leu Pro Leu Tyr Ala Ala lie Phe Leu Val 

35 40 45 

Gly Val Pro Gly Asn Ala Met Val Ala Trp Val Ala Gly Lys Val Ala 

50 55 60 

Arg Arg Arg Val Gly Ala Thr Trp Leu Leu His Leu Ala Val Ala Asp 

65 70 75 80 

Leu Leu Cys Cys Leu Ser Leu Pro He Leu Ala Val Pro He Ala Arg 

85 90 95 

Gly Gly His Trp Pro Tyr Gly Ala Val Gly Cys Arg Ala Leu Pro Ser 
100 105 110 

He He Leu Leu Thr Met Tyr Ala Ser Val Leu Leu Leu Ala Ala Leu 
115 120 125 

Ser Ala Asp Leu Cys Phe Leu Ala Leu Gly Pro Ala Trp Trp Ser Thr 

130 135 140 

Val Gin Arg Ala Cys Gly Val Gin Val Ala Cys Gly Ala Ala Trp Thr 

145 150 155 160 

Leu Ala Leu Leu Leu Thr Val Pro Ser Ala He Tyr Arg Arg Leu His 

165 170 175 

Gin Glu His Phe Pro Ala Arg Leu Gin Cys Val Val Asp Tyr Gly Gly 
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180 



185 



190 



Ser Ser Ser Thr Glu Asn Ala Val Thr Ala lie Arg Phe Leu Phe Gly 

195 200 205 

Phe Leu Gly Pro Leu Val Ala Val Ala Ser Cys His Ser Ala Leu Leu 

210 215 220 

Cys Trp Ala Ala Arg Arg Cys Arg Pro Leu Gly Thr Ala He Val Val 

225 230 235 240 

Gly Phe Phe Val Cys Trp Ala Pro Tyr His Leu Leu Gly Leu Val Leu 

245 250 255 

Thr Val Ala Ala Pro Asn Ser Ala Leu Leu Ala Arg Ala Leu Arg Ala 

260 265 270 

Glu Pro Leu lie Val Gly Leu Ala Leu Ala His Ser Cys Leu Asn Pro 

275 280 285 

Met Leu Phe Leu Tyr Phe Gly Arg Ala Gin Leu Arg Arg Ser Leu Pro 

290 295 300 

Ala Ala Cys His Trp Ala Leu Arg Glu Ser Gin Gly Gin Asp Glu Ser 

305 310 315 320 



Val Asp Ser Lys Lys Ser Thr Ser His Asp Leu Val Ser Glu Met Glu 

325 330 335 
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Val 



<210> 6 
<211> 372 
<212> PRT 

<213> Homo sapiens 
<400> 6 

Met Leu Ala Asn Ser Ser Ser Thr Asn Ser Ser Val Leu Pro Cys Pro 
15 10 15 

Asp Tyr Arg Pro Thr His Arg Leu His Leu Val Val Tyr Ser Leu Val 

20 25 30 

Leu Ala Ala Gly Leu Pro Leu Asn Ala Leu Ala Leu Trp Val Phe Leu 

35 40 45 

Arg Ala Leu Arg Val His Ser Val Val Ser Val Tyr Met Cys Asn Leu 

50 55 60 

Ala Ala Ser Asp Leu Leu Phe Thr Leu Ser Leu Pro Val Arg Leu Ser 

65 70 75 80 

Tyr Tyr Ala Leu His His Trp Pro Phe Pro Asp Leu Leu Cys Gin Thr 

85 90 95 

Thr Gly Ala He Phe Gin Met Asn Met Tyr Gly Ser Cys lie Phe Leu 

5 4 ffi£E# 2001-3005480 
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100 105 110 

Met Leu lie Asn Val Asp Arg Tyr Ala Ala lie Val His Pro Leu Arg 
115 120 125 

Leu Arg His Leu Arg Arg Pro Arg Val Ala Arg Leu Leu Cys Leu Gly 
130 135 140 

Val Trp Ala Leu He Leu Val Phe Ala Val Pro Ala Ala Arg Val His 

145 150 155 160 

Arg Pro Ser Arg Cys Arg Tyr Arg Asp Leu Glu Val Arg Leu Cys Phe 
165 170 175 

Glu Ser Phe Ser Asp Glu Leu Trp Lys Gly Arg Leu Leu Pro Leu Val 
180 185 190 

Leu Leu Ala Glu Ala Leu Gly Phe Leu Leu Pro Leu Ala Ala Val Val 

195 200 205 

Tyr Ser Ser Gly Arg Val Phe Trp Thr Leu Ala Arg Pro Asp Ala Thr 

210 215 220 

Gin Ser Gin Arg Arg Arg Lys Thr Val Arg Leu Leu Leu Ala Asn Leu 

225 230 235 240 

Val lie Phe Leu Leu Cys Phe Val Pro Tyr Asn Ser Thr Leu Ala Val 

245 250 255 
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Tyr Gly Leu Leu Arg Ser Lys Leu Val Ala Ala Ser Val Pro Ala Arg 

260 265 270 

Asp Arg Val Arg Gly Val Leu Met Val Met Val Leu Leu Ala Gly Ala 

275 280 285 

Asn Cys Val Leu Asp Pro Leu Val Tyr Tyr Phe Ser Ala Glu Gly Phe 

290 295 300 

Arg Asn Thr Leu Arg Gly Leu Gly Thr Pro His Arg Ala Arg Thr Ser 

305 310 315 320 

Ala Thr Asn Gly Thr Arg Ala Ala Leu Ala Gin Ser Glu Arg Ser Ala 

325 330 335 

Val Thr Thr Asp Ala Thr Arg Pro Asp Ala Ala Ser Gin Gly Leu Leu 

340 345 350 

Arg Pro Ser Asp Ser His Ser Leu Ser Ser Phe Thr Gin Cys Pro Gin 
355 360 365 

Asp Ser Ala Leu 

370 



<210> 7 
<211> 609 
<212> PRT 

<213> Homo sapiens 

5 6 ffiSE# 2001-3005480 
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* 



<400> 7 

Met Ser Asp Glu Arg Arg Leu Pro Gly Ser Ala Val Gly Trp Leu Val 
15 10 15 

Cys Gly Gly Leu Ser Leu Leu Ala Asn Ala Trp Gly He Leu Ser Val 

20 25 30 

Gly Ala Lys Gin Lys Lys Trp Lys Pro Leu Glu Phe Leu Leu Cys Thr 

35 40 45 

Leu Ala Ala Thr His Met Leu Asn Val Ala Val Pro lie Ala Thr Tyr 

50 55 60 

Ser Val Val Gin Leu Arg Arg Gin Arg Pro Asp Phe Glu Trp Asn Glu 

65 70 75 80 

Gly Leu Cys Lys Val Phe Val Ser Thr Phe Tyr Thr Leu Thr Leu Ala 

85 90 95 

Thr Cys Phe Ser Val Thr Ser Leu Ser Tyr His Arg Met Trp Met Val 
100 105 HO 

Cys Trp Pro Val Asn Tyr Arg Leu Ser Asn Ala Lys Lys Gin Ala Val 
115 120 125 

His Thr Val Met Gly He Trp Met Val Ser Phe He Leu Ser Ala Leu 

130 135 140 
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Pro Ala Val Gly Trp His Asp Thr Ser Glu Arg Phe Tyr Thr His Gly 
145 150 155 160 

Cys Arg Phe lie Val Ala Glu He Gly Leu Gly Phe Gly Val Cys Phe 
165 170 175 

Leu Leu Leu Val Gly Gly Ser Val Ala Met Gly Val lie Cys Thr Ala 
180 185 190 

He Ala Leu Phe Gin Thr Leu Ala Val Gin Val Gly Arg Gin Ala Asp 

195 200 205 

His Arg Ala Phe Thr Val Pro Thr He Val Val Glu Asp Ala Gin Gly 

210 215 220 

Lys Arg Arg Ser Ser lie Asp Gly Ser Glu Pro Ala Lys Thr Ser Leu 

225 230 235 240 

Gin Thr Thr Gly Leu Val Thr Thr He Val Phe He Tyr Asp Cys Leu 

245 250 255 

Met Gly Phe Pro Val Leu Val Val Ser Phe Ser Ser Leu Arg Ala Asp 

260 265 270 

Ala Ser Ala Pro Trp Met Ala Leu Cys Val Leu Trp Cys Ser Val Ala 

275 280 285 

Gin Ala Leu Leu Leu Pro Val Phe Leu Trp Ala Cys Asp Arg Tyr Arg 

290 295 300 
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Ala Asp Leu Lys Ala Val Arg Glu Lys Cys Met Ala Leu Met Ala Asn 

305 310 315 320 

Asp Glu Glu Ser Asp Asp Glu Thr Ser Leu Glu Gly Gly He Ser Pro 

325 330 335 

Asp Leu Val Leu Glu Arg Ser Leu Asp Tyr Gly Tyr Gly Gly Asp Phe 

340 345 350 

Val Ala Leu Asp Arg Met Ala Lys Tyr Glu He Ser Ala Leu Glu Gly 

355 360 365 

Gly Leu Pro Gin Leu Tyr Pro Leu Arg Pro Leu Gin Glu Asp Lys Met 

370 375 380 

Gin Tyr Leu Gin Val Pro Pro Thr Arg Arg Phe Ser His Asp Asp Ala 

385 390 395 400 

Asp Val Trp Ala Ala Val Pro Leu Pro Ala Phe Leu Pro Arg Trp Gly 

405 410 415 

Ser Gly Glu Asp Leu Ala Ala Leu Ala His Leu Val Leu Pro Ala Gly 

420 425 430 

Pro Glu Arg Arg Arg Ala Ser Leu Leu Ala Phe Ala Glu Asp Ala Pro 

435 440 445 

Pro Ser Arg Ala Arg Arg Arg Ser Ala Glu Ser Leu Leu Ser Leu Arg 

5 9 ffi!E# 2001-3005480 
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450 455 460 

Pro Ser Ala Leu Asp Ser Gly Pro Arg Gly Ala Arg Asp Ser Pro Pro 

465 470 475 480 

Gly Ser Pro Arg Arg Arg Pro Gly Pro Gly Pro Arg Ser Ala Ser Ala 

485 490 495 

Ser Leu Leu Pro Asp Ala Phe Ala Leu Thr Ala Phe Glu Cys Glu Pro 

500 505 510 

Gin Ala Leu Arg Arg Pro Pro Gly Pro Phe Pro Ala Ala Pro Ala Ala 

515 520 525 

Pro Asp Gly Ala Asp Pro Gly Glu Ala Pro Thr Pro Pro Ser Ser Ala 

530 535 540 

Gin Arg Ser Pro Gly Pro Arg Pro Ser Ala His Ser His Ala Gly Ser 

545 550 555 560 

Leu Arg Pro Gly Leu Ser Ala Ser Trp Gly Glu Pro Gly Gly Leu Arg 

565 570 575 

Ala Ala Gly Gly Gly Gly Ser Thr Ser Ser Phe Leu Ser Ser Pro Ser 

580 585 590 

Glu Ser Ser Gly Tyr Ala Thr Leu His Ser Asp Ser Leu Gly Ser Ala 

595 600 605 



6 0 
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Ser 



<210> 8 

<211> 419 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met Leu Ala Ala Ala Phe Ala Asp Ser Asn Ser Ser Ser Met Asn Val 
15 10 15 

Ser Phe Ala His Leu His Phe Ala Gly Gly Tyr Leu Pro Ser Asp Ser 

20 25 30 

Gin Asp Trp Arg Thr He He Pro Ala Leu Leu Val Ala Val Cys Leu 

35 40 45 

Val Gly Phe Val Gly Asn Leu Cys Val He Gly lie Leu Leu His Asn 

50 55 60 

Ala Trp Lys Gly Lys Pro Ser Met He His Ser Leu He Leu Asn Leu 
65 70 75 80 

Ser Leu Ala Asp Leu Ser Leu Leu Leu Phe Ser Ala Pro He Arg Ala 

85 90 95 

Thr Ala Tyr Ser Lys Ser Val Trp Asp Leu Gly Trp Phe Val Cys Lys 

6 1 fflfE# 2001-3005480 
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100 105 110 

Ser Ser Asp Trp Phe He His Thr Cys Met Ala Ala Lys Ser Leu Thr 
115 120 125 

He Val Val Val Ala Lys Val Cys Phe Met Tyr Ala Ser Asp Pro Ala 
130 135 140 

Lys Gin Val Ser He His Asn Tyr Thr lie Trp Ser Val Leu Val Ala 
145 150 155 160 

He Trp Thr Val Ala Ser Leu Leu Pro Leu Pro Glu Trp Phe Phe Ser 

165 170 175 

Thr He Arg His His Glu Gly Val Glu Met Cys Leu Val Asp Val Pro 
180 185 190 

Ala Val Ala Glu Glu Phe Met Ser Met Phe Gly Lys Leu Tyr Pro Leu 

195 200 205 

Leu Ala Phe Gly Leu Pro Leu Phe Phe Ala Ser Phe Tyr Phe Trp Arg 

210 215 220 

Ala Tyr Asp Gin Cys Lys Lys Arg Gly Thr Lys Thr Gin Asn Leu Arg 

225 230 235 240 

Asn Gin He Arg Ser Lys Gin Val Thr Val Met Leu Leu Ser He Ala 

245 250 255 



6 2 
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He He Ser Ala Val Leu Trp Leu Pro Glu Trp Val Ala Trp Leu Trp 

260 265 270 

Val Trp His Leu Lys Ala Ala Gly Pro Ala Pro Pro Gin Gly Phe lie 

275 280 285 

Ala Leu Ser Gin Val Leu Met Phe Ser He Ser Ser Ala Asn Pro Leu 

290 295 300 

lie Phe Leu Val Met Ser Glu Glu Phe Arg Glu Gly Leu Lys Gly Val 

305 310 315 320 

Trp Lys Trp Met lie Thr Lys Lys Pro Pro Thr Val Ser Glu Ser Gin 

325 330 335 

Glu Thr Pro Ala Gly Asn Ser Glu Gly Leu Pro Asp Lys Val Pro Ser 

340 345 350 

Pro Glu Ser Pro Ala Ser He Pro Glu Lys Glu Lys Pro Ser Ser Pro 

355 360 365 

Ser Ser Gly Lys Gly Lys Thr Glu Lys Ala Glu He Pro He Leu Pro 

370 375 380 

Asp Val Glu Gin Phe Trp His Glu Arg Asp Thr Val Pro Ser Val Gin 

385 390 395 400 

Asp Asn Asp Pro lie Pro Trp Glu His Glu Asp Gin Glu Thr Gly Glu 
405 410 415 



6 3 
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Gly Val Lys 



<210> 9 
<211> 340 
<212> PRT 

<213> Homo sapiens 
<400> 9 

Met Asn Pro Phe His Ala Ser Cys Trp Asn Thr Ser Ala Glu Leu Leu 
1 5 10 15 

Asn Lys Ser Trp Asn Lys Glu Phe Ala Tyr Gin Thr Ala Ser Val Val 

20 25 30 

Asp Thr Val He Leu Pro Ser Met He Gly He He Cys Ser Thr Gly 

35 40 45 

Leu Val Gly Asn He Leu He Val Phe Thr He He Arg Ser Arg Lys 

50 55 60 

Lys Thr Val Pro Asp He Tyr He Cys Asn Leu Ala Val Ala Asp Leu 

65 70 75 80 

Val His He Val Gly Met Pro Phe Leu He His Gin Trp Ala Arg Gly 

85 90 95 
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Gly Glu Tr P Val Phe Gly Gly Pro Leu Cys Thr He lie Thr Ser Leu 
100 105 H° 

Asp Thr Cys Asn Gin Phe Ala Cys Ser Ala lie Met Thr Val Met Ser 
115 120 125 

Val Asp Arg Tyr Phe Ala Leu Val Gin Pro Phe Arg Leu Thr Arg Trp 
130 135 I 40 



Arg Ala Arg Tyr Lys Thr He Arg lie Asn Leu Gly Leu Trp Ala Ala 

150 155 160 



145 



Ser Phe lie Leu Ala Leu Pro Val Trp Val Tyr Ser Lys Val lie Lys 

165 170 I 75 

Phe Lys Asp Gly Val Glu Ser Cys Ala Phe Asp Leu Thr Ser Pro Asp 
180 185 190 

Asp Val Leu Trp Tyr Thr Leu Tyr Leu Thr lie Thr Thr Phe Phe Phe 

195 200 205 



Pro Leu Pro Leu He Leu Val Cys Tyr lie Leu lie Leu Cys Tyr Thr 

215 220 



210 



Trp Glu Xaa Xaa Gin Gin Asn Lys Asp Ala Arg Cys Cys Asn Pro Ser 

235 240 



225 



230 



Val Pro Lys Gin Xaa Val Met Lys Leu Thr Lys Met Val Leu Val Leu 

245 250 255 
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Val Val Val Phe He Leu Ser Ala Ala Pro Tyr His Val lie Gin Leu 

260 265 270 

Val Asn Leu Gin Met Glu Gin Pro Thr Leu Ala Phe Tyr Val Gly Tyr 

275 280 285 

Tyr Leu Ser He Cys Leu Ser Tyr Ala Ser Ser Ser He Asn Pro Phe 
290 295 300 

Leu Tyr He Leu Leu Ser Gly Asn Phe Gin Lys Arg Leu Pro Gin He 

305 310 315 320 

Gin Arg Arg Ala Thr Glu Lys Glu He Asn Asn Met Gly Asn Thr Leu 

325 330 335 

Lys Ser His Phe 
340 



<210> 10 
<211> 316 
<212> PRT 

<213> Homo sapiens 
<400> 10 

Met Met Gly Leu Thr Glu Gly Val Phe Leu lie Leu Ser Gly Thr Gin 

15 10 15 

6 6 miE# 2001-3005480 
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Phe Thr Leu Gly He Leu Val Asn Cys Phe He Glu Leu Val Asn Gly 

20 25 30 

Ser Ser Trp Phe Lys Thr Lys Arg Met Ser Leu Ser Asp Phe lie lie 
35 40 45 

Thr Thr Leu Ala Leu Leu Arg He He Leu Leu Cys He He Leu Thr 

50 55 60 

Asp Ser Phe Leu lie Glu Phe Ser Pro Asn Thr His Asp Ser Gly He 

65 70 75 80 

He Met Gin lie lie Asp Val Ser Trp Thr Phe Thr Asn His Leu Ser 

85 90 95 

lie Trp Leu Ala Thr Cys Leu Gly Val Leu Tyr Cys Leu Lys lie Ala 
100 105 110 

Ser Phe Ser His Pro Thr Phe Leu Trp Leu Lys Trp Arg Val Ser Arg 
115 120 125 

Val Met Val Trp Met Leu Leu Gly Ala Leu Leu Leu Ser Cys Gly Ser 
130 135 140 

Thr Ala Ser Leu He Asn Glu Phe Lys Leu Tyr Ser Val Phe Arg Gly 

145 150 155 160 

He Glu Ala Thr Arg Asn Val Thr Glu His Phe Arg Lys Lys Arg Ser 
165 170 175 
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Glu Tyr Tyr Leu lie His Val Leu Gly Thr Leu Trp Tyr Leu Pro Pro 
180 185 190 

Leu He Val Ser Leu Ala Ser Tyr Ser Leu Leu He Phe Ser Leu Gly 
195 200 205 

Arg His Thr Arg Gin Met Leu Gin Asn Gly Thr Ser Ser Arg Asp Pro 
210 215 220 

Thr Thr Glu Ala His Lys Arg Ala He Arg He lie Leu Ser Phe Phe 

225 230 235 240 

Phe Leu Phe Leu Leu Tyr Phe Leu Ala Phe Leu lie Ala Ser Phe Gly 

245 250 255 

Asn Phe Leu Pro Lys Thr Lys Met Ala Lys Met He Gly Glu Val Met 

260 265 270 

Thr Met Phe Tyr Pro Ala Gly His Ser Phe He Leu II" a Gly Asn 

275 280 o5 

Ser Lys Leu Lys Gin Thr Phe Val Val " ^u Arg Cys Glu Ser Gly 

290 295 300 

His Leu Lys Pro Gly Ser Lys Gly Pro He Phe Ser 

305 310 315 
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<210> 11 

<211> 322 

<212> PRT 

<213> Homo sapiens 

<400> 11 

Met Asp Pro Thr lie Ser Thr Leu Asp Thr Glu Leu Thr Pro He Asn 
15 10 15 

Gly Thr Glu Glu Thr Leu Cys Tyr Lys Gin Thr Leu Ser Leu Thr Val 

20 25 30 

Leu Thr Cys He Val Ser Leu Val Gly Leu Thr Gly Asn Ala Val Val 

35 40 45 

Leu Trp Leu Leu Gly Cys Arg Met Arg Arg Asn Ala Phe Ser He Tyr 

50 55 60 

He Leu Asn Leu Ala Ala Ala Asp Phe Leu Phe Leu Ser Gly Arg Leu 
65 70 75 80 

He Tyr Ser Leu Leu Ser Phe He Ser He Pro His Thr lie Ser Lys 

85 90 95 

lie Leu Tyr Pro Val Met Met Phe Ser Tyr Phe Ala Gly Leu Ser Phe 
100 105 110 

Leu Ser Ala Val Ser Thr Glu Arg Cys Leu Ser Val Leu Trp Pro He 
115 120 125 
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Trp Tyr Arg Cys His Arg Pro Thr His Leu Ser Ala Val Val Cys Val 
130 135 140 

Leu Leu Trp Ala Leu Ser Leu Leu Arg Ser He Leu Glu Trp Met Leu 

145 150 155 160 

Cys Gly Phe Leu Phe Ser Gly Ala Asp Ser Ala Trp Cys Gin Thr Ser 
165 170 175 

Asp Phe He Thr Val Ala Trp Leu He Phe Leu Cys Val Val Leu Cys 
180 185 190 

Gly Ser Ser Leu Val Leu Leu He Arg He Leu Cys Gly Ser Arg Lys 
195 200 205 

lie Pro Leu Thr Arg Leu Tyr Val Thr lie Leu Leu Thr Val Leu Val 

210 215 220 

Phe Leu Leu Cys Gly Leu Pro Phe Gly He Gin Phe Phe Leu Phe Leu 

225 230 235 240 

Trp He His Val Asp Arg Glu Val Leu Phe Cys His Val His Leu Val 

245 250 255 

Ser He Phe Leu Ser Ala Leu Asn Ser Ser Ala Asn Pro He He Tyr 

260 265 270 

Phe Phe Val Gly Ser Phe Arg Gin Arg Gin Asn Arg Gin Asn Leu Lys 



ffiSEff 2001-3005480 



#2 0 0 0 — 1 0 1 




275 280 285 

Leu Val Leu Gin Arg Ala Leu Gin Asp Ala Ser Glu Val Asp Glu Gly 

290 295 300 

Gly Gly Gin Leu Pro Glu Glu He Leu Glu Leu Ser Gly Ser Arg Leu 

305 310 315 320 

Glu Gin 



<210> 12 

<211> 393 

<212> PRT 

<213> Homo sapiens 



<400> 12 

Met Glu Thr Thr Met Gly Phe Met Asp Asp Asn Ala Thr Asn Thr Ser 

15 10 15 

Thr Ser Phe Leu Ser Val Leu Asn Pro His Gly Ala His Ala Thr Ser 

20 25 30 

Phe Pro Phe Asn Phe Ser Tyr Ser Asp Tyr Asp Met Pro Leu Asp Glu 

35 40 45 

Asp Glu Asp Val Thr Asn Ser Arg Thr Phe Phe Ala Ala Lys He Val 
50 55 60 



ffiHE# 2001-3005480 



#2000—101339 



lie Gly Met Ala Leu Val Gly He Met Leu Val Cys Gly He Gly Asn 

65 70 75 80 

Phe lie Phe He Ala Ala Leu Val Arg Tyr Lys Lys Leu Arg Asn Leu 

85 90 95 

Thr Asn Leu Leu lie Ala Asn Leu Ala lie Ser Asp Phe Leu Val Ala 
100 105 110 

lie Val Cys Cys Pro Phe Glu Met Asp Tyr Tyr Val Val Arg Gin Leu 
115 120 125 

Ser Trp Glu His Gly His Val Leu Cys Thr Ser Val Asn Tyr Leu Arg 
130 135 140 

Thr Val Ser Leu Tyr Val Ser Thr Asn Ala Leu Leu Ala He Ala He 
145 150 155 160 

Asp Arg Tyr Leu Ala lie Val His Pro Leu Arg Pro Arg Met Lys Cys 
165 170 175 

Gin Thr Ala Thr Gly Leu lie Ala Leu Val Trp Thr Val Ser lie Leu 

180 185 190 

He Ala lie Pro Ser Ala Tyr Phe Thr Thr Glu Thr Val Leu Val lie 
195 200 205 

Val Lys Ser Gin Glu Lys He Phe Cys Gly Gin lie Trp Pro Val Asp 



ffilEff 2 0 0 1 



210 



#2000—101 9 
215 220 



Gin Gin Leu Tyr Tyr Lys Ser Tyr Phe Leu Phe He Phe Gly He Glu 

225 230 235 240 

Phe Val Gly Pro Val Val Thr Met Thr Leu Cys Tyr Ala Arg He Ser 

245 250 255 

Arg Glu Leu Trp Phe Lys Ala Val Pro Gly Phe Gin Thr Glu Gin He 

260 265 270 

Arg Lys Arg Leu Arg Cys Arg Arg Lys Thr Val Leu Val Leu Met Cys 

275 280 285 

He Leu Thr Ala Tyr Val Leu Cys Trp Ala Pro Phe Tyr Gly Phe Thr 
290 295 300 

He Val Arg Asp Phe Phe Pro Thr Val Phe Val Lys Glu Lys His Tyr 

305 310 - 315 320 

Leu Thr Ala Phe Tyr lie Val Glu Cys He Ala Met Ser Asn Ser Met 

325 330 335 

lie Asn Thr Leu Cys Phe Val Thr Val Lys Asn Asp Thr Val Lys Tyr 

340 345 350 

Phe Lys Lys He Met Leu Leu His Trp Lys Ala Ser Tyr Asn Gly Gly 

355 360 365 



7 3 



ffll£4# 2001-300548C 



#200 0—101339 

Lys Ser Ser Ala Asp Leu Asp Leu Lys Thr He Gly Met Pro Ala Thr 

370 375 380 

Glu Glu Val Asp Cys lie Arg Leu Lys 

385 390 

<210> 13 
<211> 353 
<212> PRT 

<213> Homo sapiens 
<400> 13 

Met Val Gly Asp Thr Leu Lys Leu Leu Ser Pro Leu Met Thr Arg Tyr 
15 10 15 

Phe Phe Leu Leu Phe Tyr Ser Thr Asp Ser Ser Asp Leu Asn Glu Asn 

20 25 30 

Gin His Pro Leu Asp Phe Asp Glu Met Ala Phe Gly Lys Val Lys Ser 

35 40 45 

Gly He Ser Phe Leu He Gin Thr Gly Val Gly He Leu Gly Asn Ser 

50 55 60 

Phe Leu Leu Cys Phe Tyr Asn Leu lie Leu Phe Thr Gly His Lys Leu 
65 70 75 80 



Arg Pro Thr Asp Leu He Leu Ser Gin Leu Ala Leu Ala Asn Ser Met 

7 4 miE# 2 0 0 1 



#2000—10 1 



85 



90 



95 



Val Leu Phe Phe Lys Gly He Pro Gin Thr Met Ala Ala Phe Gly Leu 
100 105 110 

Lys Tyr Leu Leu Asn Asp Thr Gly Cys Lys Phe Val Phe Tyr Tyr His 
115 120 125 

Arg Val Gly Thr Arg Val Ser Leu Ser Thr He Cys Leu Leu Asn Gly 
130 135 140 

Phe Gin Ala He Lys Leu Asn Pro Ser lie Cys Arg Trp Met Glu He 
145 150 155 160 

Lys lie Arg Ser Pro Arg Phe lie Asp Phe Cys Cys Leu Leu Cys Trp 
165 170 175 

Ala Pro His Val Leu Met Asn Ala Ser Val Leu Leu Leu Val Asn Gly 
180 185 190 

Pro Leu Asn Ser Lys Asn Ser Ser Ala Lys Asn Asn Tyr Gly Tyr Cys 
195 200 205 

Ser Tyr Lys Ala Ser Lys Arg Phe Ser Ser Leu His Ala Val Leu Tyr 
210 215 220 



Phe Ser Pro Asp Phe Met Ser Leu Gly Phe Met Val Trp Ala Ser Gly 

225 230 235 240 



ffi$E# 2001-3005480 



,#2000 — 101339 

Ser Met Val Phe Phe Leu Tyr Arg His Lys Gin Gin Val Gin His Asn 

245 250 255 

His Ser Asn Arg Leu Ser Cys Arg Pro Ser Gin Glu Ala Arg Ala Thr 

260 265 270 

His Thr He Met Val Leu Val Ser Ser Phe Phe Val Phe Tyr Ser Val 

275 280 285 

His Ser Phe Leu Thr He Trp Thr Thr Val Val Ala Asn Pro Gly Gin 

290 295 300 

Trp He Val Thr Asn Ser Val Leu Val Ala Ser Cys Phe Pro Ala Arg 

305 310 315 320 

Ser Pro Phe Val Leu lie Met Ser Asp Thr His He Ser Gin Phe Cys 

325 330 335 

Phe Ala Cys Arg Thr Arg Lys Thr Leu Phe Pro Asn Leu Val Val Met 

340 -J 350 

Pro 



<210> 14 
<211> 1107 
<212> DNA 

<213> Homo sapiens 



£BfE#2 0 0 1 



#2 000-101 




<400> 14 

atggccaact ccacagggct gaacgcctca 
gcagctgtcg tggaggtggg ggcactgctg 
cgcacgccgg gactgcgcga cgcgctctac 
gcggccgcct ccatcatgcc gctgggcctg 
gtgcgcctgg gccccgcgcc atgccgcgcc 
gcctgcacgc tcggggtggc cgcacttggc 
ctgcggccag gctcgcggcc gccgcctgtg 
ggactgctgg gcgcgctctc cctgctcggc 
cgctgctcgg tcctggctgg gggcctcggg 
ttcgcgctgc ccgccctcct gctgctcggc 
cgcgctgccc tgaggccccc acggccggcg 
gatagccgcc tttccatctt gccgccgctc 
ctggccccag cgctggccgt gggccaattt 
tgcctggcgc ccgcagcgcg ggccgcggaa 
tcggccttcg cggctcaccc cttcctgtac 
ctgggccgcc tctctcgccg tgcactgcct 
tggcacccgc gggcactctt gcaatgcctc 
ccttctgagg ctccagaaca gacccccgag 
ggrgccacctg agagttctct ctcctga 



gaagtcgcag 


gctcgttggg gttgatcctg 


60 


ggcaacggcg 


cgctgctggt cgtggtgctg 


120 


ctggcgcacc 


tgtgcgtcgt ggacctgctg 


180 


ctggccgcac 


cgccgcccgg gctgggccgc 


240 


gctcgcttcc 


tctccgccgc tctgctgccg 


300 


ctggcacgct 


accgcctcat cgtgcacccg 


360 


ctcgtgctca 


ccgccgtgtg ggccgcggcg 


420 


ccgccgcccg 


caccgccccc tgctcctgct 


480 


cccttccggc 


cgctctgggc cctgctggcc 


540 


gcctacggcg 


gcatcttcgt ggtggcgcgt 


600 


cgcgggtccc 


gactccgctc ggactctctg 


660 


CggCCtCgCC 


tgcccggggg caaggcggcc 


720 


gcagcctgct 


ggc tgcctta tggctgcgcg 


780 


gccgaagcgg 


ctgtcacctg ggtcgcctac 


840 


gggctgctgc 


agcgccccgt gcgcttggca 


900 


ggacctgtgc 


gggcctgcac tccgcaagcc 


960 


cagagacccc 


cagagggccc tgccgtaggc 


1020 


ttggcaggag 


ggcggagccc cgcataccag 


1080 






1107 



<210> 15 
<211> 1116 
<212> DNA 

<213> Homo sapiens 
<400> 15 

7 7 tfJE# 2001-3005480 



#2 

atgccagcca acttcacaga gggcagcttc 
tcttccccag tggcttgcac tgaaacagtg 
tggggttcct tctactactc ctttaagact 
gtttttacca ttgttggaaa ctccgttgtg 
tcaagaatga ccttctttgt gactcagctg 
aacatcttga cagatattaa ttggcgattc 
tgccgagtgg tccgctattt gcaggttgtg 
tccctcagca tagacagata ccatgccatc 
aagcaagcca gggtcctcat tgtgatcgcc 
accctgatca tatttgggaa gaggacactg 
tggcctgacg actcctactg gaccccatac 
atccctctga caatcatcag catcatgtat 
agcaaaacct acgaaacagt gatttccaac 
aaccgaggac tcatctcaaa ggcaaaaatc 
cttgccttca tctgctgttg gagtccatac 
ctccttccag acacccagga gcgtttctat 
ttgaatagtg ccatcaaccc cctcatctac 
tgcagggagc aaagatcaca ggattccaga 
gagatgcaga ttctgtccaa gccagaattc 



000-101339 

gattccagtg ggaccgggca gacgctggat 60 
acttttactg aagtggtgga aggaaaggaa 120 
gagcaattga taactctgtg ggtcctcttt 180 
cttttttcca catggaggag aaagaagaag 240 
gccatcacag attctttcac aggactggtc 300 
actggagact tcacggcacc tgacctggtt 360 
ctgctctacg cctctaccta cgtcctggtg 420 
gtctacccca tgaagttcct tcaaggagaa 480 
tggagcctgt cttttctgtt ctccattccc 540 
tccaacggtg aagtgcagtg ctgggccctg 600 
atgaccatcg tggccttcct ggtgtacttc 660 
ggcattgtga tccgaactat ttggattaaa 720 
tgctcagatg ggaaactgtg cagcagctat 780 
aaggctatca agtatagcat catcatcatt 840 
ttcctgtttg acattttgga caatttcaac 900 
gcctctgtga tcattcagaa cctgccagca 960 
tgtgtcttca gcagctccat ctctttcccc 1020 
atgacgttcc gggagagaac tgagaggcat 1080 
atctag 1116 



<210> 16 

<211> 1296 

<212> DNA 

<213> Homo sapiens 

<400> 16 

atgcaggcgc ttaacattac cccggagcag ttctctcggc tgctgcggga ccacaacctg 60 
zcgcgggzgc agttcatcgc tctgtaccgg ctgcgaccgc tcgtctacac cccagagctg 120 



ffi|E4$ 2001-3005480 



#2000-1 01 3^ 

» > 



ccgggacgcg ccaagctggc cctcgtgctc accggcgtgc tcatcttcgc cctggcgctc 180 
tttggcaatg ctctggtgtt ctacgtggtg acccgcagca aggccatgcg caccgtcacc 240 
aacatcttta tctgctcctt ggcgctcagt gacctgctca tcaccttctt ctgcattccc 300 
gtcaccatgc tccagaacat ttccgacaac tggctggggg gtgctttcat ttgcaagatg 360 
gtgccatttg tccagtctac cgctgttgtg acagaaatcc tcactatgac ctgcattgct 420 
gtggaaaggc accagggact tgtgcatcct tttaaaatga agtggcaata caccaaccga 480 
agggctttca caatgctagg tgtggtctgg ctggtggcag tcatcgtagg atcacccatg 540 
tggcacgtgc aacaacttga gatcaaatat gacttcctat atgaaaagga acacatctgc 600 
tgcttagaag agtggaccag ccctgtgcac cagaagatct acaccacctt catccttgtc 660 
atcctcttcc tcctgcctct tatggtgatg cttattctgt acagtaaaat tggttatgaa 720 
ctttggataa agaaaagagt tggggatggt tcagtgcttc gaactattca tggaaaagaa 780 
atgtccaaaa tagccaggaa gaagaaacga gctgtcatta tgatggtgac agtggtggct 840 
ctctttgctg tgtgctgggc accattccat gttgtccata tgatgattga atacagtaat 900 
tttgaaaagg aatatgatga tgtcacaatc aagatgattt ttgctatcgt gcaaattatt 960 
ggattttcca actccatctg taatcccatt gtctatgcat ttatgaatga aaacttcaaa 1020 
aaaaatgttt tgtctgcagt ttgttattgc atagtaaata aaaccttctc tccagcacaa 1080 
aggcatggaa attcaggaat tacaatgatg cggaagaaag caaagttttc cctcagagag 1140 
aatccagtgg aggaaaccaa aggagaagca ttcagtgatg gcaacattga agtcaaattg 1200 
tgtgaacaga cagaggagaa gaaaaagctc aaacgacatc ttgctctctt taggtctgaa 1260 
ctggctgaga attctccttt agacagtggg cattaa 1296 

<210> 17 
<211> 1092 
<212> DNA 
<213> Homo sapiens 

<400> 17 

atgggccccg gcgaggcgct gctggcgggt ctcctggtga tggtactggc 

7 9 



cgtggcgctg 60 

ffilE# 2001-3005480 



#2000—101339 

* ■ 

ctatccaacg cactggtgct gctttgttgc gcctacagcg ctgagctccg cactcgagcc 120 
tcaggcgtcc tcctggtgaa tctgtctctg ggccacctgc tgctggcggc gctggacatg 180 
cccttcacgc tgctcggtgt gatgcgcggg cggacaccgt cggcgcccgg cgcatgccaa 240 
gtcattggct tcctggacac cttcctggcg tccaacgcgg cgctgagcgt ggcggcgctg 300 
agcgcagacc agtggctggc agtgggcttc ccactgcgct acgccggacg cctgcgaccg 360 
cgctatgccg gcctgctgct gggctgtgcc tggggacagt cgctggcctt ctcaggcgct 420 
gcacttggct gctcgtggct tggctacagc agcgccttcg cgtcctgttc gctgcgcctg 480 
ccgcccgagc ctgagcgtcc gcgcttcgca gccttcaccg ccacgctcca tgccgtgggc 540 
ttcgtgctgc cgctggcggt gctctgcctc acctcgctcc aggtgcaccg ggtggcacgc 600 
agacactgcc agcgcatgga caccgtcacc atgaaggcgc tcgcgctgct cgccgacctg 660 
caccccagtg tgcggcagcg ctgcctcatc cagcagaagc ggcgccgcca ccgcgccacc 720 
aggaagattg gcattgctat tgcgaccttc ctcatctgct ttgccccgta tgtcatgacc 780 
aggctggcgg agctcgtgcc cttcgtcacc gtgaacgccc agtggggcat cctcagcaag 840 
tgcctgacct acagcaaggc ggtggccgac ccgttcacgt actctctgct ccgccggccg 900 
ttccgccaag tcctggccgg catggtgcac cggctgctga agagaacccc gcgcccagca 960 
tccacccatg acagctctct ggatgtggcc ggcatggtgc accagctgct gaagagaacc 1020 
ccgcgcccag cgtccaccca caacggrctct gtggacacag agaatgattc ctgcctgcag 1080 
cagacacact ga 1092 

<210> 18 
<211> 1014 
<212> DNA 

<213> Homo sapiens 
<400> 18 

atggggaacg attctgtcag ctacgagtat ggggattaca gcgacctctc ggaccgccct 60 
gtggactgcc tggatggcgc ctgcctggcc atcgacccgc tgcgcgtggc cccgctccca 120 
ctgtatgccg ccatcttcct ggtgggggtg ccgggcaatg ccatggtggc ctgggtggct 180 



8 0 



ffit£4# 2001-3005480 



#2000-101 




gggaaggtgg 


cccgccggag 


ggtgggtgcc 


acctggttgc 


tccacctggc 


cgtggcggat 


240 


ttgctgtgct 


gtttgtctct 


gcccatcctg 


gcagtgccca 


ttgcccgtgg 


aggccactgg 


300 


ccgtatggtg 


cagtgggctg 


tcgggcgctg 


ccctccatca 


tcctgctgac 


catgtatgcc 


360 


agcgtcctgc 


tcctggcagc 


tctcagtgcc 


gacctctgct 


tcctggctct 


cgggcctgcc 


420 


tggtggtcta 


cggttcagcg 


ggcgtgcggg 


gtgcaggtgg 


cctgtggggc 


agcctggaca 


480 


ctggccttgc 


tgctcaccgt 


gccctccgcc 


atctaccgcc 


ggctgcacca 


ggagcacttc 


540 


ccagcccggc 


tgcagtgtgt 


ggtggactac 


ggcggctcct 


ccagcaccga 


gaatgcggtg 


600 


actgccatcc 


ggtttctttt 


tggcttcctg 


gggcccctgg 


tggccgtggc 


cagctgccac 


660 


agtgccctcc 


tgtgctgggc 


agcccgacgc 


tgccggccgc 


tgggcacagc 


cattgtggtg 


720 


gggttttttg 


tctgctgggc 


accctaccac 


ctgctggggc 


tggtgctcac 


tgtggcggcc 


780 


ccgaactccg 


cactcctggc 


cagggccctg 


cgggctgaac 


ccctcatcgt 


gggccttgcc 


840 


ctcgctcaca 


gctgcctcaa 


tcccatgctc 


ttcctgtatt 


ttgggagggc 


tcaactccgc 


900 


cggtcactgc 


cagctgcctg 


tcactgggcc 


ctgagggagt 


cccagggcca 


ggacgaaagt 


960 


gtggacagca 


agaaatccac 


cagccatgac 


ctggtctcgg 


agatggaggt 


gtag 


1014 



<210> 19 
<211> 1119 
<212> DNA 



<213> Homo 


sapiens 




<400> 19 






atgttagcca 


acagctcctc 


aaccaacagt 


acccaccgcc 


tgcacttggt 


ggtctacagc 


gcgctagccc 


tctgggtctt 


cctgcgcgcg 


atgtgtaacc 


tggcggccag 


cgacctgctc 


tactacgcac 


tgcaccactg 


gcccttcccc 


ttccagatga 


acatgtacgg 


cagctgcatc 


gccgccatcg 


tgcacccgct 


gcgactgcgc 



tctgttctcc 


cgtgtcctga 


ctaccgacct 


60 


ttggtgctgg 


ctgccgggct 


ccccctcaac 


120 


ctgcgcgtgc 


actcggtggt 


gagcgtgtac 


180 


ttcaccctct 


CgCtgCCCgt 


tcgtctctcc 


240 


gacctcctgt 


gccagacgac 


gggcgcca tc 


300 


ttcctgatgc 


tcatcaacgt 


ggaccgctac 


360 


cacctgcggc 


ggccccgcgt 


ggcgcggctg 


420 



8 1 



2001-3005480 



#2 000 — 101339 

* « 

ctctgcctgg gcgtgtgggc gctcatcctg gtgtttgctg tgcccgccgc ccgcgtgcac 480 
aggccctcgc gttgccgcta ccgggacctc gaggtgcgcc tatgcttcga gagcttcagc 540 
gacgagctgt ggaaaggcag gctgctgccc ctcgtgctgc tggccgaggc gctgggcttc 600 
ctgctgcccc tggcggcggt ggtctactcg tcgggccgag tcttctggac gctggcgcgc 660 
cccgacgcca cgcagagcca gcggcggcgg aagaccgtgc gcctcctgct ggctaacctc 720 
gtcatcttcc tgctgtgctt cgtgccctac aacagcacgc tggcggtcta cgggctgctg 780 
cggagcaagc tggtggcggc cagcgtgcct gcccgcgatc gcgtgcgcgg ggtgctgatg 840 
gtgatggtgc tgctggccgg cgccaactgc gtgctggacc cgctggtgta ctactttagc 900 
gccgagggct tccgcaacac cctgcgcggc ctgggcactc cgcaccgggc caggacctcg 960 
gccaccaacg ggacgcgggc ggcgctcgcg caatccgaaa ggtccgccgt caccaccgac 1020 
gccaccaggc cggatgccgc cagtcagggg ctgctccgac cctccgactc ccactctctg 1080 
tcttccttca cacagtgtcc ccaggattcc gccctctga 1119 

<210> 20 
<211> 1830 
<212> DNA 

<213> Homo sapiens 
<400> 20 

atgagtgatg agcggcggct gcctggcagt gcagtgggct ggctggtatg tgggggcctc 60 
tccctgctgg ccaatgcctg gggcatcctc agcgttggcg ccaagcagaa gaagtggaag 120 
cccttggagt tcctgctgtg tacgctcgcg gccacccaca tgctaaatgt ggccgtgccc 180 
atcgccacct actccgtggt gcagctgcgg cggcagcgcc ccgacttcga gtggaatgag 240 
ggtctctgca aggtcttcgt gtccaccttc tacaccctca ccctggccac ctgtttctct 300 
gtcacctccc tctcctacca ccgcatgtgg atggtctgct ggcctgtcaa ctaccggctg 360 
agcaatgcca agaagcaggc ggtgcacaca gtcatgggta tctggatggt gtccttcatc 420 
ctgtcggccc tgcctgccgt tggctggcac gacaccagcg agcgcttcta cacccatggc 480 
tgccgcttca tcgtggctga gatcggcctg ggctttggcg tctgcttcct gctgctggtg 540 



8 2 



a}t#2 0 0 1 - 3 0 0 54 8 C 



#2 

ggcggcagcg tggccatggg cgtgatctgc 
gtgcaggtgg ggcgccaggc cgaccaccgc 
gacgcgcagg gcaagcggcg ctcctccatc 
cagaccacgg gcctcgtgac caccatagtc 
gtgctggtgg tgagcttcag cagcctgcgg 
tgcgtgctgt ggtgctccgt ggcccaggcc 
gaccgctacc gggctgacct caaagctgtc 
gacgaggagt cagacgatga gaccagcctg 
gagcgctccc tggactatgg ctatggaggt 
tatgagatct ccgccctgga ggggggcctg 
gaggacaaga tgcaatacct gcaggtcccg 
gacgtgtggg ccgccgtccc gctgcccgcc 
ctggccgccc tggcgcacct ggtgctgcct 
ctggccttcg cggaggacgc accaccgtcc 
ctgtcgctgc ggccctcggc cctggatagc 
ggcagcccgc gccgccgccc cgggcccggc 
gacgccttcg ccctgaccgc cttcgagtgc 
cccttccccg ctgcgcccgc cgcccccgac 
ccaagcagcg cccagcggag cccagggcca 
ctgcgccccg gcctgagcgc gtcgtggggc 
ggcggcagca ccagcagctt cctgagttcc 
cactcggact cgctgggctc cgcgtcctag 



0 0—1012 




• « 



acagccatcg ccctcttcca 


gacgctggcc 


bUU 


gccttcaccg tgcccaccat 


cgtggtggag 


bbO 


gatggctcgg agcccgccaa 


aacctctctg 


♦70 A 

720 


ttcatctacg actgcctcat 


gggcttccct 


(80 


gccgacgcct cagcgccctg 


gatggcactc 


O A A 

840 


ctgctgctgc ctgtgttcct 


ctgggcctgc 


900 


cgggagaagt gcatggccct 


catggccaac 


960 


gaaggtggca tctccccgga 


cctggtgttg 


1 AAA 

1020 


gattttgtgg ccctagatag 


gatgg:ccaag 


1 A O A 

1080 


ccccagctct acccactgcg 


gcccttgcag 


"1 "1 A A 

1140 


cccacgcggc gcttctccca 


cgacgat&cg 


1 OAA 

1200 


ttcctgccgc gctggggctc 


cggcgaggac 


1260 


gccgggcccg agcggcgccg 


cgccagcctc 


1320 


cgcgcgcgcc gccgctcggc 


cgagagcctg 


1380 


ggcccgcggg gagcccgcga 


ctcgcccccc 


1440 


ccccgctccg cctcggcctc 


gctgctgccc 


1 C. A A 

1500 


gagccacagg ccctgcgccg 


CCCgCCCggg 


1560 


ggcgcagatc ccggagaggc 


cccgacgccc 


1620 


cgcccctctg cgcactcgca 


cgccggctct 


1680 


gagcccgggg ggctgcgcgc 


ggcgggcggc 


1740 


ccctccgagt cctcgggcta 


cgccacgctg 


1800 






1830 



<210> 21 
<211> 1260 
<212> DNA 

<213> Homo sapiens 



8 3 



&!E#2 001-3005480 
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<400> 21 



atgctggcag 


ctgcctttgc agactctaac 


tccagcagca 


tgaatgtgtc ctttgctcac 


60 


ctccactttg 


ccggagggta cctgccctct 


gattcccagg 


actggagaac catcatcccg 


120 


gctctcttgg 


tggctgtctg cctggtgggc 


ttcgtgggaa 


acctgtgtgt gattggcatc 


180 


ctccttcaca 


atgcttggaa aggaaagcca 


tccatgatcc 


actccctgat tctgaatctc 


240 


agcctggctg 


atctctccct cctgctgttt 


tctgcaccta 


tccgagctac ggcgtactcc 


300 


aaaagtgttt 


gggatctagg ctggtttgtc 


tgcaagtcct 


ctgactggtt tatccacaca 


360 


tgcatggcag 


ccaagagcct gacaatcgtt 


gtggtggcca 


aagtatgctt catgtatgca 


420 


agtgacccag 


ccaagcaagt gagtatccac 


aactacacca 


tctggtcagt gctggtggcc 


480 


atctggactg 


tggctagcct gttacccctg 


ccggaatggt 


tctttagcac catcaggcat 


540 


catgaaggtg 


tggaaatgtg cctcgtggat 


gtaccagctg 


tggctgaaga gtttatgtcg 


600 


atgtttggta 


agctctaccc actcctggca 


tttggccttc 


cattattttt tgccagcttt 


660 


tatttctgga 


gagcttatga ccaatgtaaa 


aaacgaggaa 


ctaagactca aaatcttaga 


720 


aaccagatac 


gctcaaagca agtcacagtg 


atgctgctga 


gcattgccat catctctgct 


780 


gtcttgtggc 


tccccgaatg ggtagcttgg 


ctgtgggtat 


ggcatctgaa ggctgcaggc 


840 


ccggccccac 


cacaaggttt catagccctg 


tctcaagtct 


tgatgttttc catctcttca 


900 


gcaaatcctc 


tcatttttct tgtgatgtcg 


gaagagttca 


gggaaggctt gaaaggtgta 


960 


tfifsraaatfirffa 


tgataaccaa aaaacctcca 


actgtctcag 


agtctcagga aacaccagct 


1020 


ggcaactcag 


agggtcttcc tgacaaggtt 


ccatctccag 


aatccccagc atccatacca 


1080 


gaaaaagaga 


aacccagctc tccctcctct 


ggcaaaggga 


aaactgagaa ggcagagatt 


1140 


cccatccttc 


ctgacgtaga gcagttttgg 


catgagaggg 


acacagtccc ttctgtacag 


1200 


gacaatgacc 


ctatcccctg ggaacatgaa 


gatcaagaga 


caggggaagg tgttaaatag 


1260 



<210> 22 
<211> 1023 
<212> DNA 

<213> Homo sapiens 
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<400> 22 

atgaatccat ttcatgcatc ttgttggaac 
aataaagagt ttgcttatca aactgccagt 
attgggatta tctgttcaac agggctggtt 
agatccagga aaaaaacagt ccctgacatc 
gtccacatag ttggaatgcc ttttcttatt 
tttggggggc ctctctgcac catcatcaca 
agtgccatca tgactgtaat gagtgtggac 
ctgacacgtt ggagagcaag gtacaagacc 
tcctttatcc tggcattgcc tgtctgggtc 
gttgagagtt gtgcttttga tttgacatcc 
ttgacgataa caaccttttt tttccctcta 
ttatgctata cttgggagay gyatcaacag 
gtaccaaaac agrgagtgat gaagttgaca 
atcctgagtg ctgcccctta tcatgtgata 
acactggcct tctatgtggg ttattacctc 
attaaccctt ttctctacat cctgctgagt 
caaagaagag cgactgagaa ggaaatcaac 
tag 



acctctgccg aacttttaaa caaatcctgg 60 
gtggtagata cagtcatcct cccttccatg 120 
ggcaacatcc tcattgtatt cactataata 180 
tatatctgca acctggctgt ggctgatttg 240 
caccaatggg cccgaggggg agagtgggtg 300 
tccctggata cttgtaacca atttgcctgt 360 
aggtactttg ccctcgtcca accatttcga 420 
atccggatca atttgggcct ttgggcagct 480 
tactcgaagg tcatcaaatt taaagacggt 540 
cctgacgatg tactctggta tacactttat 600 
cccttgattt tggtgtgcta tattttaatt 660 
aataaggatg ccagatgctg caatcccagt 720 
aagatggtgc tggtgctggt ggtagtcttt 780 
caactggtga acttacagat ggaacagccc 840 
tccatctgtc tcagctatgc cagcagcagc 900 
ggaaatttcc agaaacgtct gcctcaaatc 960 
aatatgggaa acactctgaa atcacacttt 1020 

1023 



<210> 23 
<211> 951 
<212> DNA 

<213> Homo sapiens 
<400> 23 

atgatgggac tcaccgaggg ggtgttcctg attctgtctg gcactcagtt cacactggga 60 
attctggtca attgtttcat tgagttggtc aatggtagca gctggttcaa gaccaagaga 120 



2001-3005480 



#2 000-101339 

» 



atgtctttgt 


ctgacttcat catcaccacc ctggcactct 


tgaggatcat 


tctgctgtgt 


180 


attatcttga 


ctgatagttt tttaatagaa ttctctccca 


acacacatga 


ttcagggata 


240 


ataatgcaaa 


ttattgatgt ttcctggaca tttacaaacc 


atctgagcat 


ttggcttgcc 


300 


acctgtcttg 


gtgtcctcta ctgcctgaaa atcgccagtt 


tctctcaccc 


cacattcctc 


360 


tggctcaagt 


ggagagtttc tagggtgatg gtatggatgc 


tgttgggtgc 


actgctctta 


420 


tcctgtggta 


gtaccgcatc tctgatcaat gagtttaagc 


tctattctgt 


ctttagggga 


480 


attgaggcca 


ccaggaatgt gactgaacac ttcagaaaga 


agaggagtga 


gtattatctg 


540 


atccatgttc 


ttgggactct gtggtacctg cctcccttaa 


ttgtgtccct 


ggcctcctac 


600 


tctttgctca 


tcttctccct ggggaggcac acacggcaga 


tgctgcaaaa 


tgggacaagc 


660 


tccagagatc 


caaccactga ggcccacaag agggccatca gaatcatcct 


ttccttcttc 


720 


tttctcttct 


tactttactt tcttgctttc ttaattgcat 


catttggtaa 


tttcctacca 


780 


aaaaccaaga 


tggctaagat gattggcgaa gtaatgacaa 


tgttttatcc 


tgctggccac 


840 


tcatttattc 


tcattctggg gaacagtaag ctgaagcaga 


catttgtagt 


gatgctccgg 


900 


tgtgagtctg 


gtcatctgaa gcctggatcc aagggaccca 


ttttctctta 


g 


951 



<210> 24 

<211> 1116 

<212> DNA 

<213> Homo sapiens 

<400> 24 

atggatccaa ccatctcaac cttggacaca 
actctttgct acaagcagac cttgagcctc 
gggctgacag gaaacgcagt tgtgctctgg 
ttctccatct acatcctcaa cttggccgca 
atatattccc tgttaagctt catcagtatc 
gtgatgatgt tttcctactt tgcaggcctg 
tgcctgtccg tcctgtggcc catctggtac 



gaactgacac caatcaacgg 


aactgaggag 


60 


acggtgctga cgtgcatcgt 


ttcccttgtc 


120 


ctcctgggct gccgcatgcg 


caggaacgcc 


180 


gcagacttcc tcttcctcag 


CggCCgCCtt 


240 


ccccatacca tctctaaaat 


cctctatcct 


300 


agctttctga gtgccgtgag 


caccgagcgc 


360 


cgctgccacc gccccacaca 


cctgtcagcg 


420 



ffiSE# 2001-3005480 



#2 



gtggtgtgtg 


tcctgctctg 


ggccctgtcc 


tgtggcttcc 


tgttcagtgg 


tgctgattct 


gtcgcgtggc 


tgattttttt 


atgtgtggtt 


aggattctct 


gtggatcccg 


gaagataccg 


acagtactgg 


tcttcctcct 


ctgtggcctg 


tggatccacg 


tggacaggga 


agtcttattt 


tccgctctta 


acagcagtgc 


caaccccatc 


cgtcaaaata 


ggcagaacct 


gaagctggtt 


gtggatgaag 


gtggagggca 


gcttcctgag 


gagcagtgag 


gaagagcctc 


tgccctgtca 


cacccttgac 


aattatatgc 


gtttttctta 


cctcaaggtc 


ttcaaataga 


tgtttatcta 



0 0-101 




ctgctgcgga gcatcctgga gtggatgtta 480 
gcttggtgtc aaacatcaga tttcatcaca 540 
ctctgtgggt ccagcctagt cctgctgatc 600 
ctgaccaggc tgtacgtgac catcctgctc 660 
ccctttggca ttcagttttt cctattttta 720 
tgtcatgttc atctagtttc tattttcctg 780 
atttacttct tcgtgggctc ctttaggcag 840 
ctccagaggg ctctgcagga cgcgtctgag 900 
gaaatcctgg agctgtcggg aagcagattg 960 
gacaggactt tgagagcaac actgccctgc 1020 
gccttctgcc tcagaaatgt ctcagtggtt 1080 
acctga 1116 



<210> 25 
<211> 1182 
<212> DNA 



<213> Homo 


sapiens 




<400> 25 






atggagacca 


ccatggggtt 


catggatgac 


tctgtgctca 


accctcatgg 


agcccatgcc 


gactatgata 


tgcctttgga 


tgaagatgag 


gccaagattg 


tcattgggat 


ggccctggtg 


ttcatcttta 


tcgctgccct 


ggtccgctac 


atcgccaacc 


tggccatctc 


tgacttcctg 


gactactatg 


tggtgcgcca 


gctctcctgg 


aactacctgc 


gcactgtctc 


tctctatgtc 


gacaggtatc 


tggctattgt 


ccatccgctg 



aatgccacca acacttccac cagcttcctt 60 

acttccttcc cattcaactt cagctacagc 120 

gatgtgacca attccaggac gttctttgct 180 

ggcatcatgc tggtctgcgg cattggaaac 240 

aagaaactgc gcaacctcac caacctgctc 300 

gtggccattg tctgctgccc ctttgagatg 360 

gagcacggcc acgtcctgtg cacctctgtc 420 

tccaccaatg ccctgctggc catcgccatt 480 

agaccacgga tgaagtgcca aacagccact 540 
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• • 
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ggcctgattg 


ccttggtgtg 


gacggtgtcc atcctgatcg 


ccatcccttc 


cgcctacttc 


600 


accaccgaga 


cggtcctcgt 


cattgtcaag agccaggaaa 


agatcttctg 


cggccagatc 


660 


tggcctgtgg 


accagcagct 


ctactacaag tcctacttcc 


tctttatctt 


tggcatagaa 


720 


ttcgtgggcc 


ccgtggtcac 


catgaccctg tgctatgcca 


ggatctcccg 


ggagctctgg 


780 


ttcaaggcgg 


tccctggatt 


ccagacagag cagatccgca 


agaggctgcg 


ctgccgcagg 840 


aagacggtcc 


tggtgctcat 


gtgcatcctc accgcctacg 


tgctatgctg 


ggcgcccttc 


900 


tacggcttca 


ccatcgtgcg 


cgacttcttc cccaccgtgt 


ttgtgaagga 


gaagcactac 


960 


ctcactgcct 


tctacatcgt 


cgagtgcatc gccatgagca 


acagcatgat 


caacactctg 


1020 


tgcttcgtga 


ccgtcaagaa 


cgacaccgtc aagtacttca 


aaaagatcat 


gttgctccac 


1080 


tggaaggctt 


cttacaatgg 


cggtaagtcc agtgcagacc 


tggacctcaa 


gacaa tt ggg 


1140 


atgcctgcca 


ccgaagaggt 


ggactgcatc agactaaaat 


aa 




1182 



<210> 26 
<211> 1062 
<212> DNA 



<213> Homo 


sapiens 




<400> 26 






atggttggag 


acacattaaa 


acttctgtct 


ttttattcta 


ctgattcttc 


agacctcaat 


atggcttttg 


gaaaagtaaa 


atcagggatt 


ctgggaaatt 


cctttctcct 


ttgtttttat 


agacccacgg 


acttgattct 


cagccaactg 


aaagggatac 


ctcagacaat 


ggcagctttt 


tgtaagtttg 


tcttttatta 


tcacagggtg 


cttctcaatg 


gattccaagc 


cattaagctc 


aagattagat 


ccccaaggtt 


tattgacttc 


ttgatgaatg 


catctgttct 


tctattagtg 



ccactgatga 


caagatactt 


ctttctgctt 


60 


gaaaatcaac 


atcccctaga 


ttttgatgaa 


120 


agcttcctca 


ttcagactgg 


agttgggatc 


180 


aacttaattt 


tgttcactgg 


acacaagctg 


240 


gccttggcta 


actccatggt 


ccttttcttt 


300 


ggattgaaat 


atttgctgaa 


tgacactgga 


360 


ggcacaagag 


tttccctcag 


caccatctgc 


420 


aaccccagta 


tatgcaggtg 


gatggagatc 


480 


tgttgtctcc 


tctgctgggc 


cccccatgtc 


540 


aatggcccac 


tgaatagcaa 


aaacagtagt 


600 



8 8 
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gcaaaaaaca attatggata ctgttcttac aaagcatcaa agagatttag ctcattacat 660 
gcagtcttat atttttcccc tgattttatg agtttgggct tcatggtctg ggccagtggc 720 
tccatggtct tcttcctcta cagacacaag cagcaagtcc aacacaatca cagcaacaga 780 
ctctcctgca gaccttccca ggaagccaga gccacacaca ccatcatggt cctggtgagc 840 
tccttttttg ttttctattc agtccatagt tttctgacaa tttggacaac tgtagttgca 900 
aacccaggcc agtggatagt gaccaactct gtgttggtcg cctcatgttt cccagcacgc 960 
agcccttttg tcctcatcat gagtgatact catatctctc agttctgttt tgcctgcagg 1020 
acaaggaaaa cactctttcc taatctggtt gtcatgccat ga 1062 

• 

<210> 27 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 27 

atggccaact ccacagggct gaacgcct 28 

<210> 28 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

8 9 fflSE# 2001-3005480 




2000-101339 



<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 28 

tcaggagaga gaactctcag gtggcccc 28 



<210> 29 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 29 

atgccagcca acttcacaga gggcagct 28 



<210> 30 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 



9 0 
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<400> 30 

ctagatgaat tctggcttgg acagaatc 28 



<210> 31 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 31 

atgcaggcgc ttaacattac cccggagc 28 



<210> 32 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 32 

ttaatgccca ctgtctaaag gagaattc 28 



9 1 
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<210> 33 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 33 

atgggccccg gcgaggcgct gctggcgg 

<210> 34 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 34 

tcagtgtgtc tgctgcaggc aggaatca 

<210> 35 
<211> 28 



ffi§E# 2001-3005480 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 35 

atggggaacg attctgtcag ctacgagt 28 

<210> 36 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 36 

ctacacctcc atctccgaga ccaggtca 28 

<210> 37 
<211> 28 
<212> DNA 

<213> Artificial Sequence 



tfJfE# 2001-3005480 
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<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 37 

atgttagcca acagctcctc aaccaaca 28 

<210> 38 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 38 

tcagagggcg gaatcctggg gacactgt 28 

<210> 39 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 



9 4 
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<400> 39 

atgagtgatg agcggcggct gcctggcag 29 

<210> 40 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 40 

ctaggacgcg gagcccagcg agtccgag 28 

<210> 41 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 41 

atgctggcag ctgcctttgc agactctaac 30 
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<210> 42 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 42 

ctatttaaca ccttcccctg tctcttgatc 

<210> 43 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Seqr- ran artificially 
synthesized primer sequence 

<400> 43 

atgaatccat ttcatgcatc ttgttgga 



<210> 44 



#2 0 0 0- 1 0 1 

» ♦ 



<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 44 

ctaaaagtgt gatttcagag tgtttccc 28 

<210> 45 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 45 

atgatgggac tcaccgaggg ggtgttcc 28 

<210> 46 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 46 

ctaagagaaa atgggtccct tggatccag 



<210> 47 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 47 

atggatccaa ccatctcaac cttggacac 29 

<210> 48 
<211> 29 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequenceran artificially 

9 8 £Bli# 2001-3005480 
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synthesized primer sequence 
<400> 48 

tcaggttaga taaacatcta tttgaagac 29 

<210> 49 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 49 

atggagacca ccatggggtt catggatg 28 

<210> 50 
<211> 30 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 50 
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ttattttagt ctgatgcagt ccacctcttc 



30 



<210> 51 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 51 

atggttggag acacattaaa acttctg 27 

<210> 52 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 



<400> 52 



tcatggcatg acaaccagat taggaaag 



28 



<210> 53 
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<211> 342 
<212> PRT 

<213> Homo sapiens 

<210> 53 
<211> 358 
<212> PRT 

<213> Homo sapiens 
<400> 53 

Met Ser Val Cys Tyr Arg Pro Pro Gly Asn GIu Thr Leu Leu Ser Trp 

15 10 15 

Lys Thr Ser Arg Ala Thr Gly Thr Ala Phe Leu Leu Leu Ala Ala Leu 

20 25 30 

Leu Gly Leu Pro Gly Asn Gly Phe Val Val Trp Ser Leu Ala Gly Trp 

35 40 45 

Arg Pro Ala Arg Gly Arg Pro Leu Ala Ala Thr Leu Val Leu His Leu 

50 55 60 

Ala Leu Ala Asp Gly Ala Val Leu Leu Leu Thr Pro Leu Phe Val Ala 

65 70 75 80 

Phe Leu Thr Arg Gin Ala Trp Pro Leu Gly Gin Ala Gly Cys Lys Ala 

85 90 95 

10 1 ffiSE# 2001-3005480 
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Val Tyr Tyr Val Cys Ala Leu Ser Met Tyr Ala Ser Val Leu Leu Thr 
100 105 110 

Gly Leu Leu Ser Leu Gin Arg Cys Leu Ala Val Thr Arg Pro Phe Leu 
115 120 125 

Ala Pro Arg Leu Arg Ser Pro Ala Leu Ala Arg Arg Leu Leu Leu Ala 

130 135 140 

Val Trp Leu Ala Ala Leu Leu Leu Ala Val Pro Ala Ala Val Tyr Arg 
145 150 155 160 

His Leu Trp Arg Asp Arg Val Cys Gin Leu Cys His Pro Ser Pro Val 
165 170 175 

His Ala Ala Ala His Leu Ser Leu Glu Thr Leu Thr Ala Phe Val Leu 
180 185 190 



Pro Phe Gly Leu Met Leu Gly Cys Tyr Ser Val Thr Leu Ala Arg Leu 
195 200 205 

Arg Gly Ala Arg Trp Gly Ser Gly Arg His Gly Ala Arg Val Gly Arg 

210 215 220 

Leu Val Ser Ala He Val Leu Ala Phe Gly Leu Leu Trp Ala Pro Tyr 

225 230 235 240 

His Ala Val Asn Leu Leu Gin Ala Val Ala Ala Leu Ala Pro Pro Glu 

245 250 255 
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Gly Ala Leu Ala Lys Leu Gly Gly Ala Gly Gin Ala Ala Arg Ala Gly 

260 265 270 

Thr Thr Ala Leu Ala Phe Phe Ser Ser Ser Val Asn Pro Val Leu Tyr 

275 280 285 

Val Phe Thr Ala Gly Asp Leu Leu Pro Arg Ala Gly Pro Arg Phe Leu 

290 295 300 

Thr Arg Leu Phe Glu Gly Ser Gly Glu Ala Arg Gly Gly Gly Arg Ser 

305 310 315 320 

Arg Glu Gly Thr Met Glu Leu Arg Thr Thr Pro Gin Leu Lys Val Val 

325 330 335 

Gly Gin Gly Arg Gly Asn Gly Asp Pro Gly Gly Gly Met Glu Lys Asp 

340 345 350 

Gly Pro Glu Trp Asp Leu 

355 



<210> 54 

<211> 415 

<212> PRT 

<213> Homo sapiens 

<400> 54 
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Met Ser Gly Met Glu Lys Leu Gin Asn Ala Ser Trp lie Tyr Gin Gin 
15 10 15 

Lys Leu Glu Asp Pro Phe Gin Lys His Leu Asn Ser Thr Glu Glu Tyr 

20 25 30 

Leu Ala Phe Leu Cys Gly Pro Arg Arg Ser His Phe Phe Leu Pro Val 

35 40 45 

Ser Val Val Tyr Val Pro He Phe Val Val Gly Val lie Gly Asn Val 

50 55 60 

Leu Val Cys Leu Val lie Leu Gin His Gin Ala Met Lys Thr Pro Thr 

65 70 75 80 

Asn Tyr Tyr Leu Phe Ser Leu Ala Val Ser Asp Leu Leu Val Leu Leu 

85 90 95 

Leu Gly Met Pro Leu Glu Val Tyr Glu Met Trp Arg Asn Tyr Pro Phe 
100 105 110 

Leu Phe Gly Pro Val Gly Cys Tyr Phe Lys Thr Ala Leu Phe Glu Thr 

115 120 125 

Val Cys Phe Ala Ser He Leu Ser lie Thr Thr Val Ser Val Glu Arg 

130 135 140 

Tyr Val Ala He Leu His Pro Phe Arg Ala Lys Leu Gin Ser Thr Arg 
145 150 155 160 
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Arg Arg Ala Leu Arg He Leu Gly He Val Trp Gly Phe Ser Val Leu 

165 170 175 

Phe Ser Leu Pro Asn Thr Ser He His Gly lie Lys Phe His Tyr Phe 
180 185 190 

Pro Asn Gly Ser Leu Val Pro Gly Ser Ala Thr Cys Thr Val He Lys 
195 200 205 

Pro Met Trp He Tyr Asn Phe lie lie Gin Val Thr Ser Phe Leu Phe 

210 215 220 

Tyr Leu Leu Pro Met Thr Val He Ser Val Leu Tyr Tyr Leu Met Ala 

225 230 235 240 

Leu Arg Leu Lys Lys Asp Lys Ser Leu Glu Ala Asp Glu Gly Asn Ala 

245 250 255 

Asn He Gin Arg Pro Cys Arg Lys Ser Val Asn Lys Met Leu Phe Val 
260 265 270 

Leu Val Leu Val Phe Ala He Cys Trp Ala Pro Phe His lie Asp Arg 

275 280 285 

Leu Phe Phe Ser Phe Val Glu Glu Trp Ser Glu Ser Leu Ala Ala Val 

290 295 300 

Phe Asn Leu Val His Val Val Ser Gly Val Phe Phe Tyr Leu Ser Ser 
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#2000-101339 
305 310 315 320 

Ala Val Asn Pro He lie Tyr Asn Leu Leu Ser Arg Arg Phe Gin Ala 

325 330 335 

Ala Phe Gin Asn Val He Ser Ser Phe His Lys Gin Trp His Ser Gin 

340 345 350 

His Asp Pro Gin Leu Pro Pro Ala Gin Arg Asn He Phe Leu Thr Glu 

355 360 365 

Cys His Phe Val Glu Leu Thr Glu Asp lie Gly Pro Gin Phe Pro Cys 

370 375 380 

Gin Ser Ser Met His Asn Ser His Leu Pro Thr Ala Leu Ser Ser Glu 

385 390 395 400 

Gin Met Ser Arg Thr Asn Tyr Gin Ser Phe His Phe Asn Lys Thr 

405 410 415 



<210> 55 
<211> 434 
<212> PRT 

<213> Homo sapiens 
<400> 55 

Met Glu Asp Leu Phe Ser Pro Ser lie Leu Pro Pro Ala Pro Asn He 
15 10 15 
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Ser Val Pro He Leu Leu Gly Trp Gly Leu Asn Leu Thr Leu Gly Gin 

20 25 30 

Gly Ala Pro Ala Ser Gly Pro Pro Ser Arg Arg Val Arg Leu Val Phe 

35 40 45 

Leu Gly Val He Leu Val Val Ala Val Ala Gly Asn Thr Thr Val Leu 

50 55 60 

Cys Arg Leu Cys Gly Gly Gly Gly Pro Trp Ala Gly Pro Lys Arg Arg 
65 70 75 80 

Lys Met Asp Phe Leu Leu Val Gin Leu Ala Leu Ala Asp Leu Tyr Ala 

85 90 95 

Cys Gly Gly Thr Ala Leu Ser Gin Leu Ala Trp Glu Leu Leu Gly Glu 
100 105 110 

Pro Arg Ala Ala Thr Gly Asp Leu Ala Cys Arg Phe Leu Gin Leu Leu 

115 120 125 

Gin Ala Ser Gly Arg Gly Ala Ser Ala His Leu Val Val Leu He Ala 

130 135 140 

Leu Glu Arg Arg Arg Ala Val Arg Leu Pro His Gly Arg Pro Leu Pro 
145 150 155 160 

Ala Arg Ala Leu Ala Ala Leu Gly Trp Leu Leu Ala Leu Leu Leu Ala 
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i 



165 



4#2 000 — 101339 
170 



175 



Leu Pro Pro Ala Phe Val Val Arg Gly Asp Ser Pro Ser Pro Leu Pro 

180 185 190 

Pro Pro Pro Pro Pro Thr Ser Leu Gin Pro Gly Ala Pro Pro Ala Ala 

195 200 205 

Arg Ala Trp Pro Gly Gin Arg Arg Cys His Gly He Phe Ala Pro Leu 

210 215 220 

Pro Arg Trp His Leu Gin Val Tyr Ala Phe Tyr Glu Ala Val Ala Gly 

225 230 235 240 

Phe Val Ala Pro Val Thr Val Leu Gly Val Ala Cys Gly His Leu Leu 

245 250 255 

Ser Val Trp Trp Arg His Arg Pro Gin Ala Pro Ala Ala Ala Ala Pro 

260 265 270 

Trp Ser Ala Ser Pro Gly Arg Ala Pro Ala Pro Ser Ala Leu Pro Arg 

275 280 285 

Ala Lys Val Gin Ser Leu Lys Met Ser Leu Leu Leu Ala Leu Leu Phe 

290 295 300 

Val Gly Cys Glu Leu Pro Tyr Phe Ala Ala Arg Leu Ala Ala Ala Trp 

305 310 315 320 
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Ser Ser Gly Pro Ala Gly Asp Trp Glu Gly Glu Gly Leu Ser Ala Ala 

325 330 335 

Leu Arg Val Val Ala Met Ala Asn Ser Ala Leu Asn Pro Phe Val Tyr 

340 345 350 

Leu Phe Phe Gin Ala Gly Asp Cys Arg Leu Arg Arg Gin Leu Arg Lys 

355 360 365 

Arg Leu Gly Ser Leu Cys Cys Ala Pro Gin Gly Gly Ala Glu Asp Glu 

370 375 380 

Glu Gly Pro Arg Gly His Gin Ala Leu Tyr Arg Gin Arg Trp Pro His 

385 390 395 400 

Pro His Tyr His His Ala Arg Arg Glu Pro Leu Asp Glu Gly Gly Leu 
405 410 415 

Arg Pro Pro Pro Pro Arg Pro Arg Pro Leu Pro Cys Ser Cys Glu Ser 
420 425 430 

Ala Phe 



<210> 56 
<211> 451 
<212> PRT 

<213> Homo sapiens 



1 0 9 
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<400> 56 

Met Glu Ser Ser Pro lie Pro Gin Ser Ser Gly Asn Ser Ser Thr Leu 
15 10 15 

Gly Arg Val Pro Gin Thr Pro Gly Pro Ser Thr Ala Ser Gly Val Pro 

20 25 30 

Glu Val Gly Leu Arg Asp Val Ala Ser Glu Ser Val Ala Leu Phe Phe 

35 40 45 

Met Leu Leu Leu Asp Leu Thr Ala Val Ala Gly Asn Ala Ala Val Met 

50 55 60 

Ala Val He Ala Lys Thr Pro Ala Leu Arg Lys Phe Val Phe Val Phe 

65 70 75 80 

His Leu Cys Leu Val Asp Leu Leu Ala Ala Leu Thr Leu Met Pro Leu 

85 90 95 

Ala Met Leu Ser Ser Ser Ala Leu Phe Asp His Ala Leu Phe Gly Glu 
100 105 110 

Val Ala Cys Arg Leu Tyr Leu Phe Leu Ser Val Cys Phe Val Ser Leu 
115 120 125 

Ala He Leu Ser Val Ser Ala He Asn Val Glu Arg Tyr Tyr Tyr Val 

130 135 140 
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Val His Pro Met Arg Tyr Glu Val Arg Met Thr Leu Gly Leu Val Ala 

145 150 155 160 

Ser Val Leu Val Gly Val Trp Val Lys Ala Leu Ala Met Ala Ser Val 
165 170 175 

Pro Val Leu Gly Arg Val Ser Trp Glu Glu Gly Ala Pro Ser Val Pro 
180 185 190 

Pro Gly Cys Ser Leu Gin Trp Ser His Ser Ala Tyr Cys Gin Leu Phe 

195 200 205 

Val Val Val Phe Ala Val Leu Tyr Phe Leu Leu Pro Leu Leu Leu He 

210 215 220 

Leu Val Val Tyr Cys Ser Met Phe Arg Val Ala Arg Val Ala Ala Met 

225 230 235 240 

Gin His Gly Pro Leu Pro Thr Trp Met Glu Thr Pro Arg Gin Arg Ser 

245 250 255 

Glu Ser Leu Ser Ser Arg Ser Thr Met Val Thr Ser Ser Gly Ala Pro 

260 265 270 

Gin Thr Thr Pro His Arg Thr Phe Gly Gly Gly Lys Ala Ala Val Val 

275 280 285 

Leu Leu Ala Val Gly Gly Gin Phe Leu Leu Cys Trp Leu Pro Tyr Phe 
290 295 300 
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• • 

Ser Phe His Leu Tyr Val Ala Leu Ser Ala Gin Pro lie Ser Thr Gly 

305 310 315 320 

Gin Val Glu Ser Val Val Thr Trp lie Gly Tyr Phe Cys Phe Thr Ser 

325 330 335 

Asn Pro Phe Phe Tyr Gly Cys Leu Asn Arg Gin He Arg Gly Glu Leu 

340 345 350 

Ser Lys Gin Phe Val Cys Phe Phe Lys Pro Ala Pro Glu Glu Glu Leu 

355 360 365 

Arg Leu Pro Ser Arg Glu Gly Ser lie Glu Glu Asn Phe Leu Gin Phe 

370 375 380 

Leu Gin Gly Thr Gly Cys Pro Ser Glu Ser Trp Val Ser Arg Pro Leu 

385 390 395 400 

Pro Ser Pro Lys Gin Glu Pro Pro Ala Val Asp Phe Arg He Pro Gly 
405 410 415 

Gin He Ala Glu Glu Thr Ser Glu Phe Leu Glu Gin Gin Leu Thr Ser 

420 425 430 

Asp He lie Met Ser Asp Ser Tyr Leu Arg Pro Ala Ala Ser Pro Arg 
435 440 445 

Leu Glu Ser 
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450 



<210> 57 
<211> 321 
<212> PRT 

<213> Homo sapiens 
<400> 57 

Met Asn Gin Thr Leu Asn Ser Ser Gly Thr Val Glu Ser Ala Leu Asn 
15 10 15 

Tyr Ser Arg Gly Ser Thr Val His Thr Ala Tyr Leu Val Leu Ser Ser 

20 25 30 

Leu Ala Met Phe Thr Cys Leu Cys Gly Met Ala Gly Asn Ser Met Val 

35 40 45 

lie Trp Leu Leu Gly Phe Arg Met His Arg Asn Pro Phe Cys He Tyr 
50 55 60 

He Leu Asn Leu Ala Ala Ala Asp Leu Leu Phe Leu Phe Ser Met Ala 

65 70 75 80 

Ser Thr Leu Ser Leu Glu Thr Gin Pro Leu Val Asn Thr Thr Asp Lys 

85 90 95 

Val His Glu Leu Met Lys Arg Leu Met Tyr Phe Ala Tyr Thr Val Gly 
100 105 110 



113 



ffi!E4f 2 0 0 1 
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Leu Ser Leu Leu Thr Ala He Ser Thr Gin Arg Cys Leu Ser Val Leu 
115 120 125 

Phe Pro He Trp Phe Lys Cys His Arg Pro Arg His Leu Ser Ala Trp 
130 135 140 

Val Cys Gly Leu Leu Trp Thr Leu Cys Leu Leu Met Asn Gly Leu Thr 
145 150 155 160 

Ser Ser Phe Cys Ser Lys Phe Leu Lys Phe Asn Glu Asp Arg Cys Phe 
165 170 175 

Arg Val Asp Met Val Gin Ala Ala Leu lie Met Gly Val Leu Thr Pro 
180 185 190 

Val Met Thr Leu Ser Ser Leu Thr Leu Phe Val Trp Val Arg Arg Ser 

195 200 205 

Ser Gin Gin Trp Arg Arg Gin Pro Thr Arg Leu Phe Val Val Val Leu 

210 215 220 

Ala Ser Val Leu Val Phe Leu lie Cys Ser Leu Pro Leu Ser lie Tyr 

225 230 235 240 

Trp Phe Val Leu Tyr Trp Leu Ser Leu Pro Pro Glu Met Gin Val Leu 

245 250 255 

Cys Phe Ser Leu Ser Arg Leu Ser Ser Ser Val Ser Ser Ser Ala Asn 
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260 265 270 

Pro Val lie Tyr Phe Leu Val Gly Ser Arg Arg Ser His Arg Leu Pro 

275 280 285 

Thr Arg Ser Leu Gly Thr Val Leu Gin Gin Ala Leu Arg Glu Glu Pro 

290 295 300 

Glu Leu Glu Gly Gly Glu Thr Pro Thr Val Gly Thr Asn Glu Met Gly 

305 310 315 320 

Ala 



<210> 58 
<211> 390 
<212> PRT 

<213> Homo sapiens 
<400> 58 

Met Pro Asp Thr Asn Ser Thr He Asn Leu Ser Leu Ser Thr Arg Val 

15 10 15 

Thr Leu Ala Phe Phe Met Ser Leu Val Ala Phe Ala He Met Leu Gly 

20 25 30 

Asn Ala Leu Val lie Leu Ala Phe Val Val Asp Lys Asn Leu Arg His 
35 40 45 

1 1 5 ffilE# 2001-3005480 



#2 000—101339 

Arg Ser Ser Tyr Phe Phe Leu Asn Leu Ala lie Ser Asp Phe Phe Val 

50 55 60 

Gly Val lie Ser He Pro Leu Tyr He Pro His Thr Leu Phe Glu Trp 

65 70 75 80 

Asp Phe Gly Lys Glu He Cys Val Phe Trp Leu Thr Thr Asp Tyr Leu 
85 90 95 

Leu Cys Thr Ala Ser Val Tyr Asn He Val Leu He Ser Tyr Asp Arg 
100 105 110 

Tyr Leu Ser Val Ser Asn Ala Val Ser Tyr Arg Thr Gin His Thr Gly 
115 120 125 

Val Leu Lys He Val Thr Leu Met Val Val Val Trp Val Leu Ala Phe 

130 135 140 

Leu Val Asn Gly Pro Met lie Leu Val Ser Glu Ser Trp Lys Asp Glu 
145 150 155 160 

Gly Ser Glu Cys Glu Pro Gly Phe Phe Ser Glu Trp Tyr He Leu Ala 

165 170 175 

He Thr Ser Phe Leu Glu Phe Val He Pro Val He Leu Val Ala Tyr 
180 185 190 

Phe Asn Met Asn lie Tyr Trp Ser Leu Trp Lys Arg Asp Arg Leu Ser 
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195 200 205 

Arg Cys Gin Ser His Pro Gly Leu Thr Ala Val Ser Ser Asn He Cys 
210 215 220 

Gly His Ser Phe Arg Gly Arg Leu Ser Ser Arg Arg Ser Leu Ser Ala 

225 230 235 240 

Ser Thr GIu Val Pro Ala Ser Phe His Ser GIu Arg Arg Arg Arg Lys 

245 250 255 

Ser Ser Leu Met Phe Ser Ser Arg Thr Lys Met Asn Ser Asn Thr He 

260 265 270 

Ala Ser Lys Met Gly Ser Phe Ser Gin Ser Asp Ser Val Ala Leu His 

275 280 285 

Gin Arg Glu His Val Glu Leu Leu Arg Ala Arg Arg Leu Ala Lys Ser 

290 295 300 

Leu Ala He Leu Leu Gly Val Phe Ala Val Cys Trp Ala Pro Tyr Ser 

305 310 315 320 

Leu Phe Thr He Val Leu Ser Phe Tyr Ser Ser Ala Thr Gly Pro Lys 

325 330 335 

Ser Val Trp Tyr Arg He Ala Phe Trp Leu Gin Trp Phe Asn Ser Phe 

340 345 350 
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Val Asn Pro Leu Leu Tyr Pro Leu Cys His Lys Arg Phe Gin Lys Ala 

355 360 365 

Phe Leu Lys lie Phe Cys lie Lys Lys Gin Pro Leu Pro Ser Gin His 

370 375 380 

Ser Arg Ser Val Ser Ser 

385 390 



<210> 59 
<211> 333 
<212> PRT 

<213> Homo sapiens 
<400> 59 

Met Glu Lys Val Asp Met Asn Thr Ser Gin Glu Gin Gly Leu Cys Gin 
15 10 15 

Phe Ser Glu Lys Tyr Lys Gin Val Tyr Leu Ser Leu Ala Tyr Ser lie 

20 25 30 

He Phe lie Leu Gly Leu Pro Leu Asn Gly Thr Val Leu Trp His Phe 

35 40 45 

Trp Gly Gin Thr Lys Arg Trp Ser Cys Ala Thr Thr Tyr Leu Val Asn 

50 55 60 

Leu Met Val Ala Asp Leu Leu Tyr Val Leu Leu Pro Phe Leu He lie 

118 miE# 2001-3005480 
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65 70 75 80 

Thr Tyr Ser Leu Asp Asp Arg Trp Pro Phe Gly Glu Leu Leu Cys Lys 
85 90 95 

Leu Val His Phe Leu Phe Tyr He Asn Leu Tyr Gly Ser He Leu Leu 
100 105 110 

Leu Thr Cys lie Ser Val His Gin Phe Leu Gly Val Cys His Pro Leu 
115 120 125 

Cys Ser Leu Pro Tyr Arg Thr Arg Arg His Ala Trp Leu Gly Thr Ser 
130 135 140 

Thr Thr Trp Ala Leu Val Val Leu Gin Leu Leu Pro Thr Leu Ala Phe 
145 150 155 160 

Ser His Thr Asp Tyr He Asn Gly Gin Met He Trp Tyr Asp Met Thr 

165 170 175 

Ser Gin Glu Asn Phe Asp Arg Leu Phe Ala Tyr Gly lie Val Leu Thr 
180 185 190 

Leu Ser Gly Phe Leu Ser Leu Leu Gly His Phe Gly Val Leu Phe Thr 

195 200 205 

Asp Gly Gin Glu Pro Asp Gin Ala Arg Gly Glu Pro His Glu Asp Arg 

210 215 220 
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Gin His Ser Pro Ser Gin Val His Pro Asp His Pro Thr Gly Val Trp 

225 230 235 240 

Pro Leu His Pro Leu Phe Cys Ala Leu Pro Tyr His Ser Leu Leu Leu 

245 250 255 

Pro His His Leu Leu Ser Ala Phe Ser Gly Leu Pro Ala Leu Asp Gly 

260 265 270 

Ser Gin Cys Gly Leu Gin Asp Met Glu Ala Ser Gly Glu Cys Glu Gin 

275 280 285 

Leu Pro Gin Pro Ser Pro Val Leu Ser Phe Lys Gly Gly Lys Asn Arg 

290 295 300 

Val Arg Leu Leu Gin Lys Leu Arg Gin Asn Lys Leu Gly Glu His Pro 

305 310 315 320 

Ala Gly Arg Lys Arg Cys Pro Gly Leu Asn Arg Ser Gly 

325 330 



<210> 60 
<211> 508 
<212> PRT 

<213> Homo sapiens 
<400> 60 

Met Thr Ser Thr Cys Thr Asn Ser Thr Arg Glu Ser Asn Ser Ser His 

12 0 ffifE3f 2001-3005480 



#2 0 0 0- 1 0 1 
15 10 15 

Thr Cys Met Pro Leu Ser Lys Met Pro He Ser Leu Ala His Gly lie 

20 25 30 

He Arg Ser Thr Val Leu Val He Phe Leu Ala Ala Ser Phe Val Gly 

35 40 45 

Asn lie Val Leu Ala Leu Val Leu Gin Arg Lys Pro Gin Leu Leu Gin 

50 55 60 

Val Thr Asn Arg Phe He Phe Asn Leu Leu Val Thr Asp Leu Leu Gin 

65 70 75 80 

He Ser Leu Val Ala Pro Trp Val Val Ala Thr Ser Val Pro Leu Phe 

85 90 . 95 

Trp Pro Leu Asn Ser His Phe Cys Thr Ala Leu Val Ser Leu Thr His 
100 105 110 

Leu Phe Ala Phe Ala Ser Val Asn Thr He Val Val Val Ser Val Asp 

115 120 125 

Arg Tyr Leu Ser He lie His Pro Leu Ser Tyr Pro Ser Lys Met Thr 
130 135 140 

Gin Arg Arg Gly Tyr Leu Leu Leu Tyr Gly Thr Trp He Val Ala He 

145 150 155 160 
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Leu Gin Ser Thr Pro Pro Leu Tyr Gly Trp Gly Gin Ala Ala Phe Asp 

165 170 175 

Glu Arg Asn Ala Leu Cys Ser Met He Trp Gly Ala Ser Pro Ser Tyr 
180 185 190 

Thr lie Leu Ser Val Val Ser Phe lie Val He Pro Leu lie Val Met 

195 200 205 

lie Ala Cys Tyr Ser Val Val Phe Cys Ala Ala Arg Arg Gin His Ala 

210 215 220 

Leu Leu Tyr Asn Val Lys Arg His Ser Leu Glu Val Arg Val Lys Asp 

225 230 235 240 

Cys Val Glu Asn Glu Asp Glu Glu Gly Ala Glu Lys Lys Glu Glu Phe 

245 250 255 

Gin Asp Glu Ser Glu Phe Arg Arg Gin His Glu Gly Glu Val Lys Ala 

260 265 270 

Lys Glu Gly Arg Met Glu Ala Lys Asp Gly Ser Leu Lys Ala Lys Glu 

275 280 285 

Gly Ser Thr Gly Thr Ser Glu Ser Ser Val Glu Ala Arg Gly Ser Glu 

290 295 300 

Glu Val Arg Glu Ser Ser Thr Val Ala Ser Asp Gly Ser Met Glu Gly 
305 310 315 320 
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Lys Glu Gly Ser Thr Lys Val Glu Glu Asn Ser Met Lys Ala Asp Lys 

325 330 335 

Gly Arg Thr Glu Val Asn Gin Cys Ser lie Asp Leu Gly Glu Asp Asp 

340 345 350 

Met Glu Phe Gly Glu Asp Asp He Asn Phe Ser Glu Asp Asp Val Glu 

355 360 365 

Ala Val Asn He Pro Glu Ser Leu Pro Pro Ser Arg Arg Asn Ser Asn 

370 375 380 

Ser Asn Pro Pro Leu Pro Arg Cys Tyr Gin Cys Lys Ala Ala Lys Val 
385 390 395 400 

He Phe He lie He Phe Ser Tyr Val Leu Ser Leu Gly Pro Tyr Cys 
405 410 415 

Phe Leu Ala Val Leu Ala Val Trp Val Asp Val Glu Thr Gin Val Pro 

420 425 430 

Gin Trp Val He Thr He lie lie Trp Leu Phe Phe Leu Gin Cys Cys 

435 440 445 

lie His Pro Tyr Val Tyr Gly Tyr Met His Lys Thr He Lys Lys Glu 
450 455 460 

He Gin Asp Met Leu Lys Lys Phe Phe Cys Lys Glu Lys Pro Pro Lys 
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465 470 475 480 

Glu Asp Ser His Pro Asp Leu Pro Gly Thr Glu Gly Gly Thr Glu Gly 

485 490 495 

Lys lie Val Pro Ser Tyr Asp Ser Ala Thr Phe Pro 
500 505 



<210> 61 
<211> 1077 
<212> DNA 



<213> Homo 


sapiens 




<400> 61 






atgtcggtct 


gctaccgtcc 


cccagggaac 


gccacaggca 


cagccttcct 


gctgctggcg 


gtggtgtgga 


get tggcggg 


ctggcggcct 


gtgctgcacc 


tggcgctggc 


cgacggcgcg 


ttcctgaccc 


ggcaggcctg 


gccgctgggc 


tgcgcgctca 


geatgtaege 


cagcgtgctg 


ctcgcagtca 


cccgcccctt 


CCtggCgCCt 


ctgctgctgg 


eggtctgget 


ggccgccctg 


cacctgtgga 


gggaccgcgt 


atgccagctg 


cacctgagcc 


tggagactct 


gaccgctttc 


tacagcgtga 


cgctggcacg 


getgegggge 


cgggtgggcc 


ggctggtgag 


cgccatcgtg 


cacgcagtca 


accttctgca 


ggeggtcgea 


aagctgggcg 


gagccggcca 


ggeggegega 



gagacactgc tgagctggaa 


gaettcgegg 


60 


gcgctgctgg ggctgcctgg 


caacggcttc 


120 


geaeggggge gaccgctggc 


ggccacgctt 


180 


gtgctgctgc tcacgccgct 


ctttgtggcc 


240 


caggeggget geaaggeggt 


gtactacgtg 


300 


ctcaccggcc tgctcagcct 


gcagcgctgc 


360 


cggctgcgca gcccggccct 


ggcccgccgc 


420 


ttgctcgccg tcccggccgc 


cgtctaccgc 


480 


tgccacccgt cgccggtcca 


CgCCgCCgCC 


540 


gtgettcett tegggctgat 


gctcggctgc 


600 


gcccgctggg gctccgggcg 


geaeggggeg 


660 


cttgccttcg gettgetctg 


ggccccctac 


720 


gcgctggctc caceggaagg 


ggccttggcg 


780 


gegggaacta cggccttggc 


cttcttcagt 


840 
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tctagcgtca acccggtgct ctacgtcttc 
ccccgtttcc tcacgcggct cttcgaaggc 
agggaaggga ccatggagct ccgaactacc 
ggcaatggag acccgggggg tgggatggag 



0 0—1013 




accgctggag atctgctgcc ccgggcaggt 900 
tctggggagg cccgaggggg cggccgctct 960 
cctcagctga aagtggtggg gcagggccgc 1020 
aaggacggtc cggaatggga cctttga 1077 



<210> 62 
<211> 1248 
<212> DNA 



<213> Homo 


sapiens 




<400> 62 






atgtcaggga 


tggaaaaact 


tcagaatgct 


ccattccaga 


aacacctgaa 


cagcaccgag 


cgcagccact 


tcttcctccc 


cgtgtctgtg 


attggcaatg 


tcctggtgtg 


cctggtgatt 


aac iac race 






ctggaggtct 


atgagatgtg 


gcgcaactac 


ttcaagacgg 


ccctctttga 


gaccgtgtgc 


agcgtggagc 


gctacgtggc 


catcctacac 


cgccgggccc 


tcaggatcct 


cggcatcgtc 


aacaccagca 


tccatggcat 


caagttccac 


tcggccacct 


gtacggtcat 


caagcccatg 


tccttcctat 


tctacctcct 


ccccatgact 


ctcagactaa 


agaaagacaa 


atctcttgag 


ccctgcagaa 


aatcagtcaa 


caagatgctg 


tgggccccgt 


tccacattga 


ccgactcttc 


ctggctgctg 


tgttcaacct 


cgtccatgtg 


gctgtcaacc 


ccattatcta 


taacctactg 



tcctggatct accagcagaa actagaagat 60 
gagtatctgg ccttcctctg cggacctcgg 120 
gtgtatgtgc caatttttgt ggtgggggtc 180 
ctgcagcacc aggctatgaa gacgcccacc 240 
gacctcctgg tcctgctcct tggaatgccc 300 
cctttcttgt tcgggcccgt gggctgctac 360 
ttcgcctcca tcctcagcat caccaccgtc 420 
ccgttccgcg ccaaactgca gagcacccgg 480 
tggggcttct ccgtgctctt ctccctgccc 540 
tacttcccca atgggtccct ggtcccaggt 600 
tggatctaca atttcatcat ccaggtcacc 660 
gtcatcagtg tcctctacta cctcatggca 720 
gcagatgaag ggaatgcaaa tattcaaaga 780 
tttgtcttgg tcttagtgtt tgctatctgt 840 
ttcagctttg tggaggagtg gagtgaatcc 900 
gtgtcaggtg tcttcttcta cctgagctca 960 
tctcgccgct tccaggcagc attccagaat 1020 
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gtgatctctt ctttccacaa acagtggcac tcccagcatg acccacagtt gccacctgcc 1080 
cagcggaaca tcttcctgac agaatgccac tttgtggagc tgaccgaaga tataggtccc 1140 
caattcccat gtcagtcatc catgcacaac tctcacctcc caacagccct ctctagtgaa 1200 
cagatgtcaa gaacaaacta tcaaagcttc cactttaaca aaacctga 1248 



<210> 63 
<211> 1305 
<212> DNA 



<213> Homo 


sapiens 




<400> 63 






atggaggatc 


tctttagccc 


ctcaattctg 


ttgctgggct 


ggggtctcaa 


cctgaccttg 


agccgccgcg 


tccgcctggt 


gttcctgggg 


accacagtgc 


tgtgccgcct 


gtgcggcggc 


a a. i? a *f pcra c t* 


tcctcctcct 

IWrl^ IgW ^OO 


«rcae"Ct<rfircc 


gcgctgtcac 


agctggcctg 


ggaactgctg 


gcgtgccgct 


tcctgcagct 


gctgcaggca 


gtgctcatcg 


ccctcgagcg 


ccggcgcgcg 


gcgcgtgccc 


tcgccgccct 


gggctggctg 


ttcgtggtgc 


gcggggactc 


cccctcgccg 


cagccaggcg 


cgcccccggc 


cgcccgcgcc 


ttcgcgcccc 


tgccgcgctg 


gcacctgcag 


ttcgtcgcgc 


ctgttacggt 


cctgggcgtc 


cggcaccggc 


cgcaggcccc 


cgcggctgca 


cctgcgccca 


gcgcgctgcc 


ccgcgccaag 


gcgctgctgt 


tcgtgggctg 


cgagctgccc 


tcgtccgggc 


ccgcgggaga 


ct gggaggga 



ccgccggcgc ccaacatttc cgtgcccatc 60 
gggcaaggag cccctgcctc tgggccgccc 120 
gtcatcctgg tggtggcggt ggcaggcaac 180 
ggcgggccct gggcgggccc caagcgtcgc 240 
ctggcggacc tgtacgcgtg cgggggcacg 300 
ggcgagcccc gcgcggccac gggggacctg 360 
tccgggcggg gcgcctcggc ccacctcgtg 420 
gtgcgtcttc cgcacggccg gccgctgccc 480 
ctggcactgc tgctggcgct gcccccggcc 540 
ctgccgccgc cgccgccgcc aacgtccctg 600 
tggccggggc agcgtcgctg ccacgggatc 660 
gtctacgcgt tctacgaggc cgtcgcgggc 720 
gcttgcggcc acctactctc cgtctggtgg 780 
gcgccctggt cggcgagccc aggtcgagcc 840 
gtgcagagcc tgaagatgag cctgctgctg 900 
tactttgccg cccggctggc ggccgcgtgg 960 
gagggcctgt cggcggcgct gcgcgtggtg 1020 
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mffiE# 2 0 0 1 -3 0 0 5 4 8 C 



#2000-101 



gcgatggcca acagcgctct caatcccttc 
cggctccggc gacagctgcg gaagcggctg 
gcggaggacg aggaggggcc ccggggccac 
cctcattatc accatgctcg gcgggaaccg 
ccgcgcccca gacccctgcc ttgctcctgc 



gtctacctct tcttccaggc gggcgactgc 1080 
ggctctctgt gctgcgcgcc gcagggaggc 1140 
caggcgctct accgccaacg ctggccccac 1200 
ctggacgagg gcggcttgcg cccaccccct 1260 
gaaagtgcct tctag 1305 



<210> 64 
<211> 1356 
<212> DNA 



<213> Homo 


sapiens 




<400> 64 






atggagtcct 


cacccatccc 


ccagtcatca 


caaaccccag 


gtccctctac 


tgccagtggg 


tcggaatctg 


tggccctctt 


cttcatgctc 


gccgctgtga 


tggccgtgat 


cgccaagacg 


cacctctgcc 


tggtggacct 


gctggctgcc 


agctctgccc 


tctttgacca 


cgccctcttt 


ctgagcgtgt 


gctttgtcag 


cctggccatc 


tactattacg 


tagtccaccc 


catgcgctac 


tctgtgctgg 


tgggtgtgtg 


ggtgaaggcc 


agggtctcct 


gggaggaagg 


agctcccagt 


cacagtgcct 


actgccagct 


ttttgtggtg 


ctgctcctca 


tacttgtggt 


ctactgcagc 


cagcacgggc 


cgctgcccac 


gtggatggag 


agccgctcca 


cgatggtcac 


cagctcgggg 


gggggaggg* 


aagcagcagt 


ggttctcctg 


ttgccctact 


tctctttcca 


cctctatgtt 



gggaactctt ccactttggg gagggtccct 60 
gtcccggagg tggggctacg ggatgttgct 120 
ctgctggact tgactgctgt ggctggcaat 180 
cctgccctcc gaaaatttgt cttcgtcttc 240 
ctgaccctca tgcccctggc catgctctcc 300 
ggggaggtgg cctgccgcct ctacttgttt 360 
ctctcggtgt cagccatcaa tgtggagcgc 420 
gaggtgcgca tgacgctggg gctggtggcc 480 
ttggccatgg cttctgtgcc agtgttggga 540 
gtccccccag gctgttcact ccagtggagc 600 
gtctttgctg tcctttactt tctgttgccc 660 
atgttccgag tggcccgcgt ggctgccatg 720 
acaccccggc aacgctccga atctctcagc 780 
gccccccaga ccaccccaca ccggacgttt 840 
gctgtggggg gacagttcct gctctgttgg 900 
gccctgagtg ctcagcccat ttcaactggg 960 
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itJSE# 2001-3005480 



#2000—101339 

* * 

caggtggaga gtgtggtcac ctggattggc tacttttgct tcacttccaa ccctttcttc 1020 

tatggatgtc tcaaccggca gatccggggg gagctcagca agcagtttgt ctgcttcttc 1080 

aagccagctc cagaggagga gctgaggctg cctagccggg agggctccat tgaggagaac 1140 

ttcctgcagt tccttcaggg gactggctgt ccttctgagt cctgggtttc ccgaccccta 1200 

cccagcccca agcaggagcc acctgctgtt gactttcgaa tcccaggcca gatagctgag 1260 

gagacctctg agttcctgga gcagcaactc accagcgaca tcatcatgtc agacagctac 1320 

ctccgtcctg ccgcctcacc ccggctggag tcatga 1356 



<210> 65 
<211> 966 
<212> DNA 

<213> Homo sapiens 
<400> 65 

atgaaccaga ctttgaatag cagtgggacc 
agcacagtgc acacggccta cctggtgctg 
gggatggcag gcaacagcat ggtgatctgg 
ttctgcatct atatcctcaa cctggcggca 
tccacgctca gcctggaaac ccagcccctg 
atgaagagac tgatgtactt tgcctacaca 
acccagcgct gtctctctgt cctcttccct 
ctgtcagcct gggtgtgtgg cctgctgtgg 
tcttccttct gcagcaagtt cttgaaattc 
gtccaggccg ccctcatcat gggggtctta 
ctctttgtct gggtgcggag gagctcccag 
gtggtggtcc tggcctctgt cctggtgttc 
tggtttgtgc tctactggtt gagcctgccg 
tcacgcctct cctcgtccgt aagcagcagc 



gtggagtcag ccctaaacta ttccagaggg 60 
agctccctgg ccatgttcac ctgcctgtgc 120 
ctgctgggct ttcgaatgca caggaacccc 180 
gccgacctcc tcttcctctt cagcatggct 240 
gtcaatacca ctgacaaggt ccacgagctg 300 
gtgggcctga gcctgctgac ggccatcagc 360 
atctggttca agtgtcaccg gcccaggcac 420 
acactctgtc tcctgatgaa cgggttgacc 480 
aatgaagatc ggtgcttcag ggtggacatg 540 
accccagtga tgactctgtc cagcctgacc 600 
cagtggcggc ggcagcccac acggctgttc 660 
ctcatctgtt ccctgcctct gagcatctac 720 
cccgagatgc aggtcctgtg cttcagcttg 780 
gccaaccccg tcatctactt cctggtgggc 840 
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ttilE# 2001-3005480 



#2 0 0 0- 1 0 1 



agccggagga gccacaggct gcccaccagg tccctgggga ctgtgctcca acaggcgctt 900 
cgcgaggagc ccgagctgga aggtggggag acgcccaccg tgggcaccaa tgagatgggg 960 
gcttga 966 



<210> 66 
<211> 1173 
<212> DNA 

<213> Homo sapiens 
<400> 66 

atgccagata ctaatagcac aatcaattta 
tttatgtcct tagtagcttt tgctataatg 
gtggtggaca aaaaccttag acatcgaagt 
gacttctttg tgggtgtgat ctccattcct 
gattttggaa aggaaatctg tgtattttgg 
tctgtatata acattgtcct catcagctat 
tcttatagaa ctcaacatac tggggtcttg 
gtgctggcct tcttagtgaa tgggccaatg 
ggtagtgaat gtgaacctgg atttttttcg 
ttggaattcg tgatcccagt catcttagtc 
ctgtggaagc gtgatcgtct cagtaggtgc 
tccaacatct gtggacactc attcagaggt 
tcgacagaag ttcctgcatc ctttcattca 
ttttcctcaa gaaccaagat gaatagcaat 
caatcagatt ctgtagctct tcaccaaagg 
ttagccaagt cactggccat tctcttaggg 
ctgttcacaa ttgtcctttc attttattcc 
agaattgcat tttggcttca gtggttcaat 



tcactaagca ctcgtgttac tttagcattt 60 
ctaggaaatg ctttggtcat tttagctttt 120 
agttattttt ttcttaactt ggccatctct 180 
ttgtacatcc ctcacacgct gttcgaatgg 240 
ctcactactg actatctgtt atgtacagca 300 
gatcgatacc tgtcagtctc aaatgctgtg 360 
aagattgtta ctctgatggt ggtcgtttgg 420 
attctagttt cagagtcttg gaaggatgaa 480 
gaatggtaca tccttgccat cacatcattc 540 
gcttatttca acatgaatat ttattggagc 600 
caaagccatc ctggactgac tgctgtctct 660 
agactatctt caaggagatc tctttctgca 720 
gagagacgga ggagaaagag tagtctcatg 780 
acaattgctt ccaaaatggg ttccttctcc 840 
gaacatgttg aactgcttag agccaggaga 900 
gtttttgctg tttgctgggc tccatattct 960 
tcagcaacag gtcctaaatc agtttggtat 1020 
tcctttgtca atcctctttt gtatccattg 1080 
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ffiH#2 001-3005480 



2000-101339 



tgtcacaagc gctttcaaaa ggctttcttg aaaatatttt gtataaaaaa gcaacctcta 1140 



<210> 67 
<211> 1002 
<212> DNA 

<213> Homo sapiens 
<400> 67 

atggagaagg tggacatgaa tacatcacag gaacaaggtc tctgccagtt ctcagagaag 60 
tacaagcaag tctacctctc cctggcctac agtatcatct ttatcctagg gctgccacta 120 
aatggcactg tcttgtggca cttctggggc caaaccaagc gctggagctg tgccaccacc 180 
tatctggtga acctgatggt ggccgacctg ctttatgtgc tattgccctt cctcatcatc 240 
acctactcac tagatgacag gtggcccttc ggggagctgc tctgcaagct ggtgcacttc 300 
ctgttctata tcaaccttta cggcagcatc ctgctgctga cctgcatctc tgtgcaccag 360 
ttcctaggtg tgtgccaccc actgtgttcg ctgccctacc ggacccgcag gcatgcctgg 420 
ctgggcacca gcaccacctg ggccctggtg gtcctccagc tgctgcccac actggccttc 480 
tcccacacgg actacatcaa tggccagatg atctggtatg acatgaccag ccaagagaat 540 
tttgatcggc tttttgccta cggcatagtt ctgacattgt ctggctttct ttccctcctt 600 
ggtcattttg gtgtgctatt cactgatggt caggagcctg atcaagccag aggagaacct 660 
catgaggaca ggcaacacag cccgagccag gtccatccgg accatcctac tggtgtgtgg 720 
cctcttcacc ctctgttttg tgcccttcca tatcactcgc tccttctacc tcaccatctg 780 
ctttctgctt tctcaggact gccagctctt gatggcagcc agtgtggcct acaagatatg 840 
gaggcctctg gtgagtgtga gcagctgcct caacccagtc ctgtactttc tttcaagggg 900 
ggcaaaaata gagtcaggct cctccagaaa ctgaggcaga acaagttggg tgagcatcca 960 
gctgggagga agagatgccc agggttgaac agatctgggt aa 1002 



ccatcacaac acagtcggtc agtatcttct taa 



1173 



13 0 



2001-300548C 



#2 0 0 0- 1 0 1!! 




<210> 68 

<211> 1527 

<212> DNA 

<213> Homo sapiens 



<400> 68 



atgacgtcca 


cctgcaccaa 


cagcacgcgc 


gagagtaaca 


gcagccacac 


gtgcatgccc 


60 


ctctccaaaa 


tgcccatcag 


cctggcccac 


ggcatcatcc 


gctcaaccgt 


gctggttatc 


120 


ttcctcgccg 


cctctttcgt 


cggcaacata 


gtgctggcgc 


tagtgttgca 


gcgcaagccg 


180 


cagctgctgc 


aggtgaccaa 


ccgttttatc 


tttaacctcc 


tcgtcaccga 


cctgctgcag 


240 


atttcgctcg 


tggccccctg 


ggtggtggcc 


acctctgtgc 


ctctcttctg 


gcccctcaac 


300 


agccacttct 


gcacggccct 


ggttagcctc 


acccacctgt 


tcgccttcgc 


cagcgtcaac 


360 


accattgtct 


tggtgtcagt 


ggatcgctac 


ttgtccatca 


tccaccctct 


ctcctacccg 


420 


tccaagatga 


cccagcgccg 


cggttacctg 


ctcctctatg 


gcacctggat 


tgtggccatc 


480 


ctgcagagca 


ctcctccact 


ctacggctgg 


ggccaggctg 


cctttgatga 


gcgcaatgct 


540 


ctctgctcca 


tgatctgggg 


ggccagcccc 


agctacacta 


ttctcagcgt 


ggtgtccttc 


600 


atcgtcattc 


cactgattgt 


catgattgcc 


tgctactccg 


tggtgttctg 


tgcagcccgg 


660 


aggcagcatg 


ctctgctgta 


caatgtcaag 


agacacagct 


tggaagtgcg 


agtcaaggac 


720 


tgtgtggaga 


atgaggatga 


agagggagca 


gagaagaagg 


aggagttcca 


ggatgagagt 


780 


gagtttcgcc 


gccagcatga 


aggtgaggtc 


aaggccaagg 


agggcagaat 


ggaagccaag 


840 


gacggcagcc 


tgaaggccaa 


ggaaggaagc 


acggggacca 


gtgagagtag 


tgtagaggcc 


900 


aggggcagcg 


aggaggtcag 


agagagcagc 


acggtggcca 


gcgacggcag 


catggagggt 


960 


aaggaaggca 


gcaccaaagt 


tgaggagaac 


agcatgaagg 


cagacaaggg 


tcgcacagag 


1020 


gtcaaccagt 


gcagcattga 


cttgggtgaa 


gatgacatgg 


agtttggtga 


agacgacatc 


1080 


aatttcagtg 


aggatgacgt 


cgaggcagtg 


aacatcccgg 


agagcctccc 


acccagtcgt 


1140 


cgtaacagca 


acagcaaccc 


tcctctgccc 


aggtgctacc 


agtgcaaagc 


tgctaaagtg 


1200 


atcttcatca 


tcattttctc 


ctatgtgcta 


tccctggggc 


cctactgctt 


tttagcagtc 


1260 


ctggccgtgt 


gggtggatgt 


cgaaacccag 


gtaccccagt 


gggtgatcac 


cataatcatc 


1320 


tggcttttct 


tcctgcagtg 


ctgcatccac 


ccctatgtct 


atggctacat 


gcacaagacc 


1380 
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2000-101339 

attaagaagg aaatccagga catgctgaag aagttcttct gcaaggaaaa gcccccgaaa 1440 
gaagatagcc acccagacct gcccggaaca gagggtggga ctgaaggcaa gattgtccct 1500 
tcctacgatt ctgctacttt tccttga 1527 



<210> 69 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 69 

atgtcggtct gctaccgtcc cccaggga 28 



<210> 70 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 70 

tcaaaggtcc cattccggac cgtccttc 28 
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ffi§E4# 2001-3005480 



#2 000-101 



<210> 71 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 71 

atgtcaggga tggaaaaact tcagaatg 28 



<210> 72 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 72 

tcaggttttg ttaaagtgga agctttgata g 31 



<210> 73 



13 3 



2001-3005480 



2000-101339 

<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 73 

atggaggatc tctttagccc ctcaattc 28 

<210> 74 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 74 

ctagaaggca ctttcgcagg agcaaggc 28 

<210> 75 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 75 

atggagtcct cacccatccc ccagtcatc 29 

<210> 76 
<211> 29 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 76 

tcatgactcc agccggggtg aggcggcag 29 

<210> 77 
<211> 26 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
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ffiftE#2 001-3005480 



2000-101339 
synthesized primer sequence 
<400> 77 

atgaaccaga ctttgaatag cagtgg 26 

<210> 78 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 78 

tcaagccccc atctcattgg tgcccacg 28 

<210> 79 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 79 
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ffiU# 2001-3005480 



4#2000-l01^ 



28 

atgccagata ctaatagcac aatcaatt 



<210> 80 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 80 

ttaagaagat actgaccgac tgtgttgt 



<210> 81 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequenceran artificially 
synthesized primer sequence 

<400> 81 

atggagaagg tggacatgaa tacatcac 
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2000-101339 



<210> 82 
<211> 29 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 82 

ttacccagat ctgttcaacc ctgggcatc 29 



<210> 83 
<211> 28 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence:an ar+' ally 
synthesized primer sequence 

<400> 83 

atgacgtcca cctgcaccaa cagcac 28 



<210> 84 
<211> 29 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence:an artificially 
synthesized primer sequence 

<400> 84 

tcaaggaaaa gtagcagaat cgtaggaag 29 

mi] 

fGPRv4j T^JMMFJ* r Queryj ICLT, SW I SS-PROT^ jfB#I IZM~§*& BLAST 
ttSt&fr o^l^^t0t*$)So ORYLA PROBABLE G PROTEIN-COUPLED RECEPTO 
V31%(Dffl m& L £ c 
[02] 

TGPRv8j T^/^gfi#J£ TQueryj {CUT. SWISS-PROT£lB#UC*f-r 5BLAST 
^m^-ot^^m-tmV&So HUMAN VASOPRESSIN V1B RECEPTOR IZ *f L 36% 

[03] 

TGPRvllj T^JmmPl* TQueryj {CUT, SW I SS-PROT^gH^tf lZM~t^> BLAST 
^^^Tofc^^^-THT'feSo HUMAN NEUROPEPTIDE Y RECEPTOR TYPE 2iZft 

[04] 

fGPRvl2j T^JmWi&lZ TQueryj {CUT, SWISS-PROT:£ge#IfC*f SBLAST 
^i^fTo^JI^StlT^^o RAT 5-HYDROXYTR YPT AM I NE 6 RECEPTOR iC^fL 

[05] 

TGPRvl3j T^JWmn*: TQueryj IZLX, SW I SS-PROT^ g2#I lZM~t£ BLAST 

PONPY C5A ANAPHYLATOXIN CHEMOTACTIC RECE 

PTORlC&b39X<Z>fB|i?4££j*Lfc. 
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^0^2 000-101339 

[06] 

TGPRV14J y^JWMn*: TQueryj iCLT, SWISS-PROT^BB^JtCM^S BLAST 
femZfi ^fz.f&m*w;*?M~e&2>o CHICK P2Y PURINOCEPTOR blzM L40%<Dffim 

[07] 

TGPRvl5j <DT $ SMMPiZ TQueryj iZhX. SW I SS-PROT^@H^ [ J IZM'TZ BLA 
ST^m^n^t^^m-tmV^^o HUMAN 5-HYDROXYTRYPT AMINE lEtC*fUT26 

[0 8] 

TGPRvl6j 7 5>>BfcBJ#J3: TQueryj tclt, SW I SS-PROT^SB^'J {C 3tf <5 BLAST 
^i^ofe^^tit^So MOUSE GALANIN RECEPTOR TYPE HC?tfL28%(7) 

[09] 

TGPRV17J T^JMUPi*: TQueryj fCL/T> SW I SS-PROT^IfB^fJ IZM~§"£> BLAST 
femZfi ^>t=.M%:Zm~?mT~3bZ> 0 HUMAN PROBABLE G PROTEIN-COUPLED RECEPTO 
R GPR24lC*fL38%<Z>*B|^'l4$:73tb£o 
[01 0] 

rGPRvl9j (DY^JWmn*: r Queryj JCLT, SWISS-PROT;£®2?rj{c*f3~£BLA 
ST^$:^ofc^5:^-r0"e^>-5c API ME OPSIN, BLUE-SENS IT I VE{C*f IT 25% 

<Dmm&*mLt=. 0 

[011] 

TGPRv20j (DT^JWMW* r Queryj \ZhX, SW I SS-PROT^iSJ^tl IC M *f" <5 BLA 
STfc3t&fT-3fci|g*&3*-rerC&S. RAT MAS PR0T0-0NC0GENElC*fbT38%tf)*g 

[01 2] 

TGPRV21J ©T^y^iH^U$: TQueryj JCbT, SW I SS-PROT£jfB#J iZM~t^> BLA 
ST&mZtf-ot=.U% : Z:73<-tmX%>£ 0 BOVIN NEUROPEPTIDE Y RECEPTOR TYPE 21C 
M L T 30%©^ m& & m L tc o 
[01 3] 
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TGPRV31J <D7$ JWmM& TQueryj fCbT, SW I SS-PROT^fH^U lZM~t£> BLA 

simB^y-ot^m^m-trnx^^a SHEEP thyrotropin-releasing hormone re 
CHI 4] 

TGPRv38j 7 SMMfQ* TQueryj ICbT, SWISS-PROT^SH^JlC^f-T -5 BLAST 

P2Y PURINOCEPTOR 7 (Q15722) fC*f-bT46%0 

[SI 5] 

TGPRv39j 7$yMB#f& r Queryj iCbT. SW I SS-PROT^SB^ r J IC M "t" <5 BLAST 
^^^:fi : ofe^^S:^-rEI'r^>-5 0 NEUROTENSIN RECEPTOR TYPE 1 (P20789) lC*f 

[01 6] 

TGPRV40J 7 5. smmtf!* r Queryj KILT. SWISS-PROT^gH^JlC^ff <5 BLAST 
^$rff ofc^l:^t@t'fe6o OXYTOCIN RECEPTOR (P97926) IZM LXZ4%<D 

[01 7] 

TGPRv47j 7$;WZMW* TQueryj {CUT. SW I SS-PROT^ 155#I ^MtS BLASTS 
35f£?T ofc^^t@tS)S„ GPRX_ORYLA PROBABLE G PROTEIN-COUPLED RECE 
PTOR (Q91178)K^bT43%0^|iJfft£^b£:. 
[01 8] 

TGPRv51j 7$SWm&}* TQueryj {CUT. SWISS-PROT^BB^JICM^ 3BLAST 
&3$ : kft-ofc1&$k%:mirmT*2bZ>o PROBABLE G PROTEIN-COUPLED RECEPTOR RTA 
(P23749) iZM lyXZ7%(D^m&. ZtF b tc 0 
[019] 

TGPRv53j 7$.JWmFJ* TQueryj ICbT, SWISS-PROT:£@e#HC*f*t &BLAST 
&m i kft-=>t~&$k%:x<irmX*2bZ> 0 MUSCARINIC ACETYLCHOLINE RECEPTOR M3 (P4 

9578) \zn t xsnomm^ zmist~ B 

[02 0] 

TGPRv71j 7$. JWmW*: TQueryj {CbT> SWISS-PROT£@e?fJtC*fr -5 BLAST 



14 1 



mSE# 2001-3005480 



2000-101339 
&mZft-ofc1£%:%:B-tmT*2bZ>o P2Y PURIN0CEPT0R 3 (P2Y3) (Q98907)tC*fL 
[02 1] 

TGPRv72j r^SMm&J* TQueryj SW I SS-PR0T^@2^!j {C ^f"3~ -5 BLASTS 

mZfi^feMgkZBtmV&Z)* ALPHA- 1 A ADRENERGIC RECEPTOR (002824) IZM 
LT30%Offi|sHS$:^Lfco 



14 2 ffil£# 2001-3005480 



#2 000-101 




iwm&i mm 
imi] 



>sp|Q91178|GPRX_0RYLA PROBABLE G PROTEIN-COUPLED RECEPTOR (FRAGMENT). 
Length = 428 

Score = 256 (90.1 bits), Expect = 4.8e-36, Sum P(2) = 4.8e-36 
Identities = 72/232 (31X), Positives = 119/232 (51X) 

Query: 10 SEVAGSLGLILAAWEVGALLGNGALLVWLRTPGLRDALYLAHLCWDLLAAASIMPLG 69 

S++ GL + + ALL M ++V + R P L+ ++ HLC VD+L A +MPLG 
Sbjct: 42 SOMKDLFGLFCH^LNLIALLANTGVHVAIARAPHLKKFAFVCHLCAVDVLCAILLMPLG 101 

Query: 70 LLAAPPPGLGRVRLGPAPCRAARFLSAALLPACTLGVAALGLARYRLIVHPLRPGSRPPP 129 

++++ P G V C+ FL+ L+ L + A+ + RY IVHP+R + 
Sbjct: 102 I ISSSP-FFGTWFTI LECQVYI FLNVFL IWLSI LTITAI SVERYFYI VHPMRYEVKMTI 160 

Query: 130 VLVLTA — VWAAAGLLGALSLLGPPP — APPPAPARCSVLAGGL — GPFRPLWALLA 180 

LV+ +W + LL ++L G PP A + CS+ A G F L+ ++ 

Sbjct: 161 NLVIGVMLLIWFKSLLLALVTLFGWPPYGHQSSIAASHCSLHASHSRLRGVFAVLFCVIC 220 

Query: 181 FALPALLLLGAYGGIFWARRAALR— PPRP ARGSRLRSDSLDSRLSIL 227 

F P +++ Y ++ VAR AAL+ P P A ++ RSDS++S+ +1+ 
Sbjct: 221 FLAPVWIFSVYSAVYKVARSAALQQVPAVPTWADASPAKDRSDSINSQTTII 273 

Score = 174 (61.3 bits), Expect = 4.8e-36, Sum P(2) = 4.8e-36 
Identities = 53/144 (36X), Positives = 70/144 (48X) 

Query: 216 RSDSLDSRLSI LPP-LRPR — LPGGKAALAPALAVGQFAACWLPYGCACLAPAAR 267 

RSDS++S+ +1 LP L P GGKAAL A VGQF CWLP+ L + 
Sbjct: 262 RSDSIMSQTTIITTRTLPQRLSPERAFSGGKAALTLAFIVGQFLVCWLPFFIFHLQMSLT 321 

Query: 268 AA — — EAEAAVTWVAYSAFAAHPFLYGLLQRPVRLALGRLSRRALPGPVRA— CTPQA 320 

+ + E AV HH-AYS+FA +P YGLL R +R L + R + PV + + 
Sbjct: 322 GSMKSPGDLEEAVNWLAYSSFAVNPSFYGLLNRQIRDELVKFRRCCVTQPVEIGPSSLEG 381 

Query: 321 WHPRALLQCLQRPPEGPAVGPSEA 344 

LQ -KIR PS A 

Sbjct: 382 SFQENFLQFIQRTSSSSETHPSFA 405 

Score = 49 (17.2 bits), Expect = 4.4e-12, Sum P(2) = 4.4e-12 
Identities = 16/55 (29%), Positives = 21/55 (38*) 

Query: 148 LLGPPPAPPPAPARCSVLAGGLGPFRPLWALLAFALPALLLLGAYGGIFWARRA 202 

L GP P PP V+ + L+ L L+ L A G+ V RA 

Sbjct: 23 LFGPHPTVPPD — VGVVTSSQSQMKDLFGLFCMvTLNLIALLANTGVMVAIARA 74 



ffiSE4# 2001-3005480 



#2 000-101339 



[02] 

>sp|P47901|V1BR_HUMAN VASOPRESSIN V1B RECEPTOR (AVPR V1B) (VASOPRESSIN V3 
RECEPTOR) (AVPR V3) (ANTIDIURETIC HORMONE RECEPTOR IB). 
Length = 424 

Score = 316 (111.2 bits), Expect = 3.7e-41, Sum P(2) = 3.7e-41 
Identities = 70/194 (36%), Positives = 115/194 (59%) 

Query: 56 LWVLFVFTIVGNSWLFSTWRR-KKKSRMTFFVTQLAITDSFTGLVNILTDINWRFTGDF 114 

L + V GN VL + + +K+SRM FV LA+TD L +L + W T F 
Sbjct: 41 LATVLVLATGGNLAVLLTLGQLGRKRSRMHLFVLHLALTDLAVALFQVLPQLLWDITYRF 100 

Query: 115 TAPDL VC RWRYLQWLL YASTYVL VSLS IDRYHAI VYPMKFLQGEKQARVL I VI A-WSL 173 

PDL+CR V+YLQV+ ++ASTY+L+++++DRY A+ +P++ LQ Q+ L++ AWL 
Sbjct: 101 QGPDLLCRAVKYLQVLSMFASTYMLLAMTLDRYLAVCHPLRSLQQPGQSTYLLIAAPWLL 160 

Query: 174 SFLFSIPTLI IFGKRTL — SNGEVQCWALWPDDSY-WTP— YMTIVAFLVYFIPLTI ISI 228 

+ +FS+P + IF R + +G + CWA D + W P Y+T ++ +P+T+++ 
Sbjct: 161 AAIFSLPQVFIFSLREVIQGSGVLDCWA — DFGFPWGPRAYLTWTTLAI FVLPVTMITA 217 

Query: 229 MYGIVIRTIW— IKSKT 243 

Y ++ I +K KT 
Sbjct: 218 CYSL ICHEICKNLKVKT 234 

Score = 131 (46.1 bits), Expect = 3.7e-41, Sum P(2) = 3.7e-41 
Identities = 33/80 (41%), Positives = 47/80 (58%) 

Query: 258 SSYNRGLISKAKIKAIKYSIIIILAFICCWSPYF — LFDILONFNLLPDTQERFYASVI 314 

SS N IS+AKI+ +K + +I+LA+I CW+P+F ++ + D N PO A I 
Sbjct: 267 SSINT— ISIWKIRWWffFVIVLAYIACWAPFFSVQMWSVWDK-NA-PDEDSTNVAFTI 322 

Query: 315 IQNLPALNSAINPLIYCVFSSSI 337 

L LNS NP IY F+S + 
Sbjct: 323 SMLLGNLNSCCNPWIYMGFNSHL 345 



ffiiE# 2 001-3005480 



#2000—10 ]/ 9 



[03] 



>sp|P49146|NY2R_HUMAN NEUROPEPTIDE Y RECEPTOR TYPE 2 (NPY2-R) . 
Length = 381 

Score = 440 (154.9 bits), Expect = 3.7e-42, P = 3.7e-42 
Identities = 98/309 (31%), Positives = 174/309 (56%) 



Query : 


oo 


DPI DftPAIH Al \/l TP\/I TCAI At PHWAI VCWVTPQk AMPTVTMTPTPQI Al QHI 








rtL IvL L+L 1 L + uN+LV +VV + K+WKIVIN rl +LA++UL 




Sbjct: 


38 


PELIDSTKLIEVQWLILAYCSIILLGVIGNSLVIHVVIKFKSMRTVTNFFIANLAVADL 


97 


Query : 


no 


1 TTCCPTDWTMI OWTCnUU/l PP A CTPtf MUD P\/HCTA\ AfTC Tl TMTPT AUCPUHPI MUDCV 

LI 1 rrLirVlnLUNloUNWLblaAr^ 1 tlL IMILlAVtKnUbLVnrTlv 








L+ C+r T+ + W 6 +C +VP+ Q AV +I+T IA++KH+ +V+ + 




oujCL . 


Qfl 


1 VNTI PI PFTI TYT1 MGFWKMGPVI PHI VPYAOftl AVGV^TTT! TVTAI nRHRPTVYHI F 


157 


Query: 


153 


MKWQYTNRRAFTMLGVVWLVAVIVGSPMWHVQQLEIKYDFLYEKEHICCLEEWTSP — V 


209 






K + R "t"F 1 1 Q i 1 1 1 1 5P+ ++ + + + + £ 4- Q E+W + 




Sbjct: 


158 


SK—ISKRISFLIIGLAWGISALLASPLAIFREYSL-IEIIPDFEIVACTEKWP6EEKSI 


214 


Query : 


210 


HQKIYTTFILVILFLLPLMVMLILYSKIGYELWIKKRVGDGSVLRTIHGKEMSKIARKKK 


269 






+ +Y4 L+IL++LPL ++ Y++I +L K V G+ H H-H 




Sbjct: 


215 


YGTVYSLSSLLILYVLPLGIISFSYTRIWSKL — KNHVSPGAANDHYH QRRQ 


264 


Query: 


270 


RAVIMMVTWALFAVCWAPFHWHMMIEYSNFEKEYDDVTIKMIFAIVQIIGFSNSICNP 


329 






+ M+V W +FAV WPH +++ + +D K+IF +11 ++ NP 




Sbjct: 


265 


KTTKMLVCWWFAVSWLPLHAFQLAVDIDS — QVLDLKEYKLIFTVFHIIAMCSTFANP 


322 


Query: 


330 


IVYAFMNENFKKNVLSA 346 








++Y +MN N++K LSA 




Sbjct: 


323 


LLYGWMNSNYRKAFLSA 339 





mffiE4t 200 1- 300548C 



^P$f 2000-101339 



[04] 



>sp|P31388|5H6_RAT 5-HYDR0XYTRYPTAMINE 6 RECEPTOR (5-HT-6) (SEROTONIN RECEPTOR) 
(ST-B17). 
Length = 436 

Score = 224 (78.9 bits), Expect = 6.7e-17, P = 6.7e-17 
Identities = 84/309 (27%), Positives = 144/309 (46%) 

Query: 3 PGEA — LLAGLLVMVLAVALLSNALVLLCCAYSAELRTRASGVLLVNLSLGHLLLAALDM 60 

PG + + A L V+++ A ++ L++L C A LR S LV+L L++ + M 
Sbjct: 23 PGGSGWVAAALCWIVLTAAANSLLIVLICTQPA-LRN-TSNFFLVSLFTSDLMVGLWM 80 

Query: 61 PFTLLGVMRGRTPSAPGACQVIGFLOTFLASNAALSVAALSADQWLAVGFPLRYAGRLR- 119 

P +L + GR A G C + D S + L++ +S D++L + PLRY R+ 
Sbjct: 81 PPAMLNALYGRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLILSPLRYKLRMTA 140 

Query: 120 PRYAGLLLGCAWGQSLAFSGAALGCSWLGYSSAFASCSLRLPPEPERPRFAA — FTATL 176 

PR L+LG AW SLA AL S+L + P P + R A F 

Sbjct: 141 PRALALILG-AW — SLA ALA-SFLPLLLGWHELGKARTPAPGQCRLLASLPFVLVA 192 

Query: 177 HAVGFVLPLAVLCLTSLQVHRVARRHCQRMDTVT MKALALLADLHPSVR 225 

V F LP +C T ++ AR+ ++ ++T ++ L + P + 

Sbjct: 193 SGVTFFLPSGAICFTYCRILLAARKQAVQVASLTTGTAGQALETLQVPRTPRPGMESAOS 252 

Query: 226 QRCLIQQKRRRHRATRKIGIAIATFLICFAPYVMTRLAELVPFVTVNAQWGILSKCLTYS 285 

+R + R+ +A+ +GI + F + + P+ + +A+ V + +L+ L Y 

Sbjct: 253 RRLATKHSRKALKASLTLGILLGMFFVTWLPFFVANIAQAVCDCISPGLFDVLT-WLGYC 311 

Query: 286 KAVADPFTYSLLRRPFRQVL 305 

+ +P Y L R F++ L 
Sbjct: 312 NSTMNPI I YPLFMRDFKRAL 331 



ffi|S#2 001-3005480 



#2 000-101 




[05] 



>sp I P79234 1 C5AR_P0NPY C5A ANAPHYLATOXIN CHEMOTACTIC RECEPTOR (C5A-R) 
(FRAGMENT). 
Length = 340 

Score = 614 (216.1 bits), Expect = 1.3e-60, P = 1.3e-60 
Identities = 130/329 (39%), Positives = 187/329 (56%) 



Query: 


Q 
O 


VCYPhVCni CHD D\/nri HPAPI ATHDI PUADI Dl VAATCI VP\/DPUAM\/AUA/APin/AP 

TtTuUToULoUK — rVUoLUoAuLAlUrLKVArLrLTAAlrLVbVruN 


DO 






YE+ D +0+ D PVD D + L ++A +FLVGV GNA+V WV A+ 




Sbjct: 


4 


YEHYDDNDMLDANTPVOKTSNTLRVPD — I LAL VI FAWFLVGVLGNAL WWVTAFEAK 


60 


Query: 


OD 


PDVPATWI 1 Ul AWAni 1 PPI Ql DTI A WD T A PPPJ4U/D YP A Y/PP P A 1 DCTTI 1 TMVAQV/I 1 1 


l£0 






R 4 A W l+LAVAD L CI+IPTl T + HWP4G CR LPS+ILL MYAS+LI 1 




Sbjct: 


61 


RTINAIWFLNLAVADFLSCLALPILnSIVQHHHWPFGGAACRILPSLILLNMYASILLL 


120 


Query: 


126 


MLSADLCFLALGPAIWSWQRACGVQVACGAAmALLLTVPSAIYRRLHQEHFPARLQ 


185 






A +SAD L P W + A +AC AW LALLLT+PS +YR + +E+FP ++ 




Sbjct: 


121 


ATISADRFLLVFNPIWCQNFRGAGLAWIACAVAWGLALLLTIPSFLYRWREEYFPPKVL 


180 


Query: 


186 


CWDYGGSSSTEMAVTAIRFLFGFLGPLVAVASCHSALLC— WAARRCRPLGT AI 


238 






C VIHG E AV +R + GF+ PL+ + C++ LL W+ R R T A+ 




Sbjct: 


181 


CGVDHGHDKRRERAVAIVRLVLGFVWPLLTLTICYTFLLLRTWSRRATRSTKTLKVWAV 


240 


Query: 


239 


WGFFVCWAPYHLLGLVLTVAAPNSALLARALRAEPLIVGLALAHSCLNPMLFLYFGRA- 


297 






V FF+ W PY + G++++ P+S + + L + A + C+NP++++ G+ 




Sbjct: 


241 


VASFFIFWLPYQVT^M^SFLEPSSPTFLLLKKLDSLCISFAYINCCINPIIYWAGCfiF 


300 


Query: 


298 


— -QLRRSLPAACHWALRESQGQDESVDSKKST 327 








+LR+SLP+ L E ES +ST 




Sbjct: 


301 


QGRLRKSLPSLLRNVLTEESWRESKSFTRST 332 





2001-3005480 



#2000—101339 



[me] 

>sp|P32250|P2Y5_CHICK P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5) (6H1). 
Length = 308 

Score = 551 (194.0 bits), Expect = 6.4e-54, P = 6.4e-54 
Identities = 113/281 (40%), Positives = 172/281 (61%) 

Query: 22 HRLHLWYSLVLAAGLPLNALALWVFLRALRVHSWSVYMCNLAASDLLFTLSLPVRLSY 81 

+ L+ V+S+V GL N +A+++F L+V + + YM NLA SDLLF +LP R+ Y 
Sbjct: 14 YTLYGCVFSMVFVLGLIANCVAIYIFTFTLKVRNETTTYMLNLAISDLLP/FTLPFRIYY 73 

Query: 82 YALHHWPFPDLLCQTTGAIFQMNMYGSCIFLMLINVDRYAAIVHPLRLRHLRRPRVARLL 141 

+ + +WPF D+LC+ + +F NMYGS +FL I+VDR+ AIVHP R + LR R AR++ 
Sbjct: 74 FWRNWPFGDVLCKISVTLFYTNMYGSILFLTCISVDRFLAIVHPFRSKTLRTKRNARIV 133 

Query: 142 CLGVWALILVFAVPAARVHRPSRCRYROLEVRLCFESFSDELWKGRLLPLVLLAEALGFL 201 

C+ VW +L + PA+ S R + E R CFE+F + WK L +V+ E +GF 
Sbjct: 134 CVAVWITVLAGSTPASFFQ—STNRQNNTEQRTCFENFPESTWKTYLSRIVIFIEIVGFF 191 

Query: 202 LPLAAWYSSGRVFtfTLARPDATQSQR—RRKTVRLLLANLVIFLLCFVPYNSTLAVYGL 259 

+PL V S V TL +P + ++K ++++ +LVIF CFVPYN TL +Y L 
Sbjct: 192 IPLILNVTCSTMVLRTLNKPLTLSRNKLSKKKVLKMIFVHLVIFCFCFVPYNITLILYSL 251 

Query: 260 LRSKL-VAASVPARORVRGVLMVMVLLAGANCVLDPLVYYFSAE 302 

+R++ + SV VR + V + +A +MC DP+VYYF+++ 
Sbjct: 252 MRTQTWINCSWTA — VRTMYPVTLCIAVSNCCFDPIVYYFTSD 293 



[07] 

>sp:5H1E_HUMAN 5-HYDROXYTRYPTAMINE 1E RECEPTOR (5-HT-1E) (SEROTONIN 
RECEPTOR) (5- HT1E) (S31). 
Length = 365 

Score = 58.6 bits (139), Expect = 3e-08 

Identities = 35/132 (26%), Positives = 66/132 (49%), Gaps = 8/132 (6%) 

Query: 20 LSLLANAWGILSVGAKQKKWKPLEFLLCTLAATHMLNVAVPIATYSWQLRRQRPDFEWN 79 

L+ L N I+++G +K +P +L+C+LA T +L VAV + S-H- + R W 
Sbjct: 35 LTTLLNLAVIMAIGTTKKLHQPANYLICSLAVTDLL-VAVLVMPLSIIYIVMDR WK 89 

Query: 80 EG--LCKVFVSTmLTLATCFSVTSLSYHRM^CWPVNYRLSNAKKQAVHTVMGIWMV 137 

G LC+V++S T ++++RW++Y K+A+++W + 
Sbjct: 90 LGYFLCEVWLSVDMTCCTCSILHLCVIALORYWAITNAIEYARKRTAKRAALMILTVWTI 149 

Query: 138 SFILSALPAVGW 149 

Sbjct: 150 SIFIS-MPPLFW 160 



ffi$E# 2001-3005480 



#2 000-101 



[08] 



>sp | P56479 | GALR_MOUSE GALANIN RECEPTOR TYPE 1 (GAL1-R) (GALR1). 
Length = 348 

Score = 269 (94.7 bits), Expect = 7.9e-24, P = 7.9e-24 
Identities = 82/289 (28%), Positives = 136/289 (47%) 

Query: 49 VGFVGNLCVIGILLHNAWKGKP-SMIHSLILNLSLADLSLLLFSAPIRATAYSKSVWDLG 107 

46 +GN VI +L + GKP S + ILNLS+ADL+ LLP P +AT Y+ W LG 
Sbjct: 46 MGVLGNSLVITVLARSK-PGKPRSTTNLFILNLSIADLAYLLFCIPFQATVYALPTWVLG 104 

Query: 108 WFVCKSSDWFIHTCMAAKSLTIVWA— KVCFMYASDPAKQVSIHNYTIWSVLVAIWTVA 165 

F4CK +F M T+++++S + ++ +VIW++ 
Sbjct: 105 AFICKFIHYFFTVSMLVSIFTLAAMSVDRYVAIVHSRRSSSLRVSRNALLGVGF-IWALS 163 

Query: 166 SLLPLPEWFFSTIRHHEGVE-MCLVDVPAVAEEFMSHFGKLYPL — LAFG— LPLFFASF 220 

+ P++H+ + C P +KY+ FGLPL F- 

Sbjct: 164 IAMASPVAYHQRLFHRDSNQTFCWEQWPN KLHKKAYWCTFVFGYLLPLLLICF 217 

Query: 221 YFWRAYDQCKKRGTKTQNLRNQI RSKQVTVMLLSIAI ISAVLWLPEWVAIfLWVWILKAAG 280 

+ + + K+ K + +++ K+ +L + ++ + WLP V LW A 
Sbjct: 218 CYAKVLNHLHKK-LKNMSKKSEASKKKTAQTVLVWWFGISWLPHHWHLWAEF— GAF 274 

Query: 281 PAPPQGFI— ALSQVLMFSISSANPLIFLVMSEEFREGLKGVWKWMITKKPPTVSESQE 337 

P P F + L +S SS NP+I+ +SE FR+ K V+K + + P SE++E 
Sbjct: 275 PLTPASFFFRITAHCLAYSNSSVNPIIYAFLSENFRKAYKQVFKCHVCDESPR-SETKE 332 



7 



&M<& 2001-3005480 




2000—101339 



[H9] 

>sp | Q99705 | GPRO.HUMAN PROBABLE G PROTEIN-COUPLED RECEPTOR GPR24 (SLC-1). 
Length = 402 

Score = 557 (196.1 bits), Expect = 1.5e-54, P - 1.5e-54 
Identities = 115/300 (38%), Positives = 177/300 (59%) 

Query: 35 V I LPSMIGI ICSTGLVGN I L I VFTI I RSRK KTVPDIYICNLAVADLVHIVGMPFLI 90 

4I+PS+ G IC G+4GN ++F +++ K VPDI+I NL+V DL+ -HGMPF+I 
Sbjct: 90 I IMPS VFGTI CLLG I IGNSTVI FAWKKSKLHWCNN VPDI FI I NLS WDL L FL LGMPFMI 149 

Query: 91 HQWARGGEWVFGGPLCTIITSLDTCNQFACSAI^fTVMSVDRYFALVQPFRLTRWRA-RYK 149 

HQ G W FG -tCT+IT++D -K3F + I+T M++DRY A V P T++R 
Sbjct: 150 HQLMGNGVWHFGETMCTLITAMDANSQFTSTYILTAMAIDRYLATVHPISSTKFRKPSVA 209 

Query: 150 TIRINLGLWAASFILALPVWVYSKVIKFKDGVESCAFDLTSPD-DVLWYTLYLTITTFFF 208 

T+ I L LWA SFI PVW+Y+++I F G C L +PD D+ W+TLY F 
Sbjct: 210 TLVICL-LWALSFISITPVWLYARLIPFPGGAVGCGIRLPNPDTDLYWFTLYQFFLAFAL 268 

Query: 209 PLPL I LVCYI L I LCYTWEXXQQNKDARCCNPSVPKQXVMKLTKMVL VL WVFI LSAAPYH 268 

P +1 Y+ IL + A S+ + ++T+ + + +VF + APY+ 

Sbjct: 269 PFWITAAYVRIL QRMTSSVAPASQRSI-RLRTKRVTRTAIAICLVFFVCWAPYY 322 

Query: 269 VIQLVNLQMEQPTLAFYVGYYLSICLSYASSSINPFLYILLSGNFQKRLPQIQRRATEKE 328 

V+QL L + +PTL F Y +1 L YA+S +NPF+YI+L F+KRL + A + + 
Sbjct: 323 VLQLTQLSISRPTLTFVYLYNAAISLGYANSCLNPFVYIVLCETFRKRLVLSVKPAAQGQ 382 

Query: 329 INNMGN 334 

+ + N 
Sbjct: 383 LRAVSN 388 

imi 0] 

>sp:OPSB_APIME OPSIN, BLUE-SENSITIVE (AMBLOP) . 
Length = 377 

Score = 38.3 bits (87), Expect = 0.020 

Identities = 30/120 (25%), Positives = 52/120 (43%), Gaps = 13/120 (10%) 

Query: 187 LW-YLPPLIVSLASYSLLIFSLGRHTRQMLQNG TSSRDPTTEAHKRAIRI IL 237 

Y+ PLI + YS L+ S+ H + + + S++D A R ++ 

Sbjct: 226 I WAYVIPL I FI I LFYSRL LSSI RNHEKML REQAKKMNVKSLVSNQDKERSAEVRI AKVAF 285 

Query: 238 SFFFLFLL YFLAFLIASFGNFLPKTKMAKMIGEVMTMFYPAGHSFILILGNSKLKQ 293 

+ FFLFLL Y LI+GN T++M+V +I+ + + 4Q 

Sbjct: 286 TI FFL FL LAWTPYATVAL IGVYGNREL LTPVSTMLPAVFAKTVSC IDPWI YAI NHPRYRQ 345 



8 



miE# 2001-3005480 



2 0 0 0-10 



[011] 



>sp:MAS_RAT MAS PR0T0-0NC0GENE. 
Length = 324 

Score — 184 bits (463), Expoct = 26~46 

Identities = 108/283 (38%), Positives = 168/283 (59X), Gaps = 21/283 (7%) 

Query: 37 VSLVGLTGNAWLWLLGCRMRRNAFSIYILNLAAAOFLFLSGRLI YSLLSFISIPH 92 

+S +G N ++LW L RMRRN F++YI +L+ AD L I Y+L +S H 
Sbjct: 41 ISPLGFVENGILLWFLCFRMRRNPFTVYITHLSIADISLLFCIFILSIOYALDYELSSGH 100 

Query: 93 TISKILYPV-WFSYFAGLSFLSAVSTERCLSVLWPIWYRCHRP7HLSAWCVLLWALSL 151 

+ + V +F Y GL L+A+S ERCLSVL+PIWYRCHRP H SA VC LLWALS 
Sbjct: 101 YYTIVTLSVTFLFGYNTGLYLLTAISVERCLSVLYPIWYRCHRPKHQSAFVCALLWALSC 160 

Query: 152 LRSI LEWMLCGFLFSGADSAWCQTSD FITVAWLIFLCWLCGSSLVLLIRILCG 205 

L + l CM IC + SG +S SD FI 4" + I \ t L 1 1 1 1 
Sbjct: 161 LVTTMEYVMC — IDSGEESH — SQSDCRAVIIFIAILSFLVFTPLMLVSSTILWKIRKN 216 

Query: 206 SRKIPLTRLYVTILLTVLVFLLCGLPFGIQFFLFLWIHVDREVLFCHVHLVSIFLSALNS 265 

+ ++LY+ I++T+++FL+ +P + + L+ + F -HH +S+ S +NS 
Sbjct: 217 TWASHSSKLYI VIMVTI 1 1 FL I FAMPMRVLYLLY YEYWSTFGNLHMISLLFSTINS 272 

Query: 266 SANPIIYFFVGSFRQRQNRQNLKLVLQRALQDASEV — DEGGG 306 

SANP IYFFVGS ++++ R++LK+VL RA +0 + EG G 
Sbjct: 273 SANPFIYFFVGSSKKKRFRESLKWLTRAFKOEMQPRRQEGNG 315 



&SE# 2001-3005480 




m 



,#2000-101339 



[01 2] 



>sp:NY2R_B0VIN NEUROPEPTIDE Y RECEPTOR TYPE 2 (NPY2-R). 
Length = 384 

Score - 153 bits (383), Expect - 5e-37 

Identities = 93/308 (30%), Positives = 164/308 (53%), Gaps = 7/308 (2%) 

Query: 47 DEDEDVTNSRTFFAAKIVI6MALVGIMLVCGIGNFIFIAALVRYKKLRNLTNLLIANLAI 106 

0 + ++ +S ++V+ +A I+L+ IGN + I ++++K +R +TN IANLA+ 
Sbjct: 38 DSEPELIDSTKLIEVQWLILAYCSIILLGVIGNSLVIHWIKFKSMRTVTNFFIANLAV 97 

Query: 107 SDFLVAIVCCPFEMDYYWRQLSWEHGHVLCTSVNYLRTVSLYVSTNALLAIAIDRYLAI 166 

+0 LV +C PF + Y ++ + W+ G VIC V Y + +++ VST L IA+DR+ I 
Sbjct: 98 ADLLVNTLCLPFTLTYTLMGE — WKMGPVLCHLVPYAQGLAVQVSTITLTVIALDRHRCI 155 

Query: 167 WPLRPIM(X3TATGLIALV¥rVSILIAIPSAYFTTETVLVIVKSQEKIFCGQIWPVDQQ 226 

V+L4+Q++ILWVSL+APAF +++I+ E + C + WP +++ 
Sbjct: 156 VYHLESKISKQISFLIIGLAWGVSALLASPLAIFREYSLIEIIPDFEIVACTEKWPGEEK 215 

Query: 227 -LYYKSYFLFIFGIEFVGPVVTMTLCYARISRELWFKAVPGFQTEQIRKRLRCRRKTVLV 285 

+Y Y L I +V P+ ++ Y RI +L PG 4 +R R+KT + 
Sbjct: 216 GIYGTIYSLSSLLILYVLPLGIISFSYTRIWSKLKNHVSPGAAHDHYHQR — RQKTTKM 272 

Query: 286 LHCILTAWLCWAPFYGFTIVRDFFPTVFVKEKHYLTAFYIVECIAMSNSMINTLCFVTV 345 

L+C++ ++WP+F+D V+KY F+ IAM++NL+ + 
Sbjct: 273 LVCWWFAVSWLPLHAFQLAVDIDSHV-LDLKEYKL I FTVFHI I AMCSTFANPLL YGWM 331 

Query: 346 KNDTVKYF 353 

++ K F 
Sbjct: 332 NSNYRKAF 339 



[013] 

>sp:TRFR_SHEEP THYROTROPIN-RELEASING HORMONE RECEPTOR (TRH-R) 
(THYROLIBERIN RECEPTOR). 
Length = 398 

Score = 41.4 bits (95), Expect = 0.003 

Identities = 26/87 (29%), Positives = 43/87 (48%), Gaps = 3/87 (3%) 

Query: 53 LIQTGVGILGNSFLLCFYNLILFTGHKLRPTOLILSQLALANSMVLFFKGIPQTMAAFGL 112 

LI G+GI+GN ++ +++ T H PT+ L LA+A+ MVL G+P + 
Sbjct: 33 LIICGLGIVGNIMWL — WMRTKHMRTPTNCYLVSLAVADLMVLVAAGLPNITDSIYG 89 

Query: 113 KYL LNDTGCKFVFYYHRVGTR VSLSTI 139 

++ GC + Y +G S +1 
Sbjct: 90 SWVYGYVGCLCITYLQYLGINASSCSI 116 



1 0 
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[HI 4] 



>sp|Q15722|P2Y7_HUMAN P2Y PURINOCEPTOR 7 (P2Y7) (LEUKOTRIENE B4 RECEPTOR) 
(CHEMOATTRACTANT RECEPTOR-LIKE 1). 
Length = 352 

Score = 606 (213.3 bits), Expect = 9.7e-60, P = 9.7e-60 
Identities = 147/316 (46%), Positives = 188/316 (59%) 



wuery . 




AFI I 1 AAI I fil PGNRFWWSI AGWRPARftRPI AATI VI HI Ai ADRAVI 1 1 TPI FVAFI 


R? 
oc 




A +LL+ L GLPGN FWWS+ + + R + A +VL+LALAD AVLL P F+ FL 




Sbjct: 


21 


AI ILLSVALAVGLPGNSFWWSI L— KRMQKRSVTALMVLNLALADLAVLLTAPFFLHFL 


78 


Query: 


oo 


TRDAWPI finARPKAVYWPAl <»fVAWI 1 Tftl 1 <II QRPI AVTRPFI APRI R<\PAI ARRI 1 








+ W G AGC+ +YVC +WASVLL +SL R LAV RPF++ +LR+ A+ARR+L 




Sbjct: 


79 


AQGTWSFGLAGCRLCHYVCGVSMYASVLLITAMSLDRSLAVARPFVSQKLRTKAMARRVL 


138 


Query: 


143 


LAVWLAALLLAVPAAVYRHL — WRDRVCQLC — HPSPVHAAAHLSLETLTAFVLPFGLM 


197 




4W+ + LLA P YR + W+ + LC +PS H A HL E +T F+LPF + 




Sbjct: 


139 


AGIWVLSFLLATPVLAYRTWPWKTNM-SLCFPRYPSEGHRAFHLIFEAVTGFLLPFLAV 


197 


Query: 


198 


LGCYSVTLARLRGARWGSGRHGARVGRLVSAIVLAFGLLWAPYHAVNLLQAVAALAPPEG 


257 




+ YS RL+ R+ R R GRLV I+L F W PYH VNL +A ALA 




Sbjct: 


198 


VASYSDI GRRLQARRF — RRSRRTGRLWLI I LTFAAFWLPYHWMLAEAGRALAGQAA 


254 


Query: 


258 


ALAKLGGAGQAARAGTTALAFFSSSVNPVLYVFTAGDLLPRAGPRFLTRLFEGSG-EA— 


314 




L +G AR ALAF SSSVNPVLY G LL AG F+ +L EG+G EA 




Sbjct: 


255 


GLGLVGKRLSLARNVLIALAFLSSSVNPVLYACAGGGLLRSAGVGFVAKLLEGTGSEASS 


314 


Query: 


315 


— RGG — GRS-REGTMELRTTP 331 








RGG G++ R G L P 




Sbjct: 


315 


TRRGGSLGQTARSGPAALEPGP 336 





ffilE#2 001-3005480 




V 
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1 5] 



>sp | P20789 | NTR1_RAT NEUROTENSIN RECEPTOR TYPE 1 (NT-R-1) (HIGH-AFFINITY 
LEVOCABASTINE- INSENSITIVE NEUROTENSIN RECEPTOR) (NTRH). 
Length = 424 

Score = 340 (119.7 bits), Expect = 3.4e-48, Sum P(2) = 3.4e-48 
Identities = 74/209 (35%), Positives = 126/209 (60%) 



Query: 48 VSWYVPIFWGVIGNVLVCLVILQH — QAMKTPTNYYLFSLAVSDLLVLLLGMPLEVY 104 

V+ +Y+ +FWG +GN + + + Q++++ +Y+L SLA+SDLL+LLL MP+E+Y 
Sbjct: 67 VTAIYLALFWGTVGNSVTAnLARKKSLQSLQSTVHYHLGSLALSDLLILLLAMPVELY 126 

Query : 1 05 E-MWRNYPFLFGPVGCYFKTALFETVCFASI LSITTVSVERYVAI LHPFRAKLQSTRRRA 1 63 

-W ++P+ FG GC L + +A+ L++ ++SVERY+AI HPF+AK +R R 
Sbjct: 127 NFIWVHHPWAFGDAGCRGYYFLRDACTYATALNVASLSVERYLAICHPFKAKTLMSRSRT 186 

Query: 164 LRILGIVWGFSVLFSLPNTSIHGIKFHYFPNGSLVPGSATCTVIKPMMIYNFIIQVTSFL 223 

+ + +W S L ++P G++ + +G+ PG CT I +IQV +F+ 

Sbjct: 187 KKFI SAI WLASALLAI PMLFTMGLQ-NRSGDGTH-PGGLVCTP I VDTATVKWIQVNTFM 244 



Query: 224 FYLLPMTVI SVLYYLMAL RL KKDKSLEADEG 254 

+L PM VIS+L ++A +L A++G 
Sbjct: 245 SFLFPMLVISILNTVIANKLTVMVHQAAEQG 275 



Score = 174 (61.3 bits), Expect = 3.4e-48, Sum P(2) = 3.4e-48 
Identities = 28/83 (33%), Positives = 52/83 (62%) 



Query: 269 MLFVLVLVFAICWAPFHIDRLFFSFV — EEWSESLAAVFNLVHWSGVFFYLSSAVNPII 326 

+L +V+ F +CW P+H+ RL F ++ E+W+ L ++ ++4+ FY+SSA+NPI+ 
Sbjct: 309 VLRAWIAFWCWLPYHVRRLMFCYISDEQtfTTFLFDFYHYFYMLTNALFYVSSAINPIL 368 

Query: 327 YNLLSRRFQAAFQNVISSFHKQW 349 

YNL+S F+ F + ++ W 
Sbjct: 369 YNLVSAN FRQVFLSTLACLCPGW 391 



1 2 tfJSE4# 2001-30054 80 



#2 000-101 




[016] 



>sp | P97926 |0XYR_M0USE OXYTOCIN RECEPTOR (OT-R). 
Length = 388 

Score = 164 (57.7 bits), Expect = 8.9e-22, Sum P(2) = 8.9e-22 
Identities = 57/166 (34%), Positives = 84/166 (50*) 

Query: 24 WGLNLTLGQGAP — : ASGPPSR RVRLVFLGVI LWAVAGNTTVLCRLCGGG 71 

W + L LG G P +GPP R RV + L +IL +A++GN VL L 
Sbjct: 9 WSIELDLGSGVPPGAEGNLTAGPPRRNEALARVEVAVLCLILFLALSGNACVLLAL 64 

Query: 72 GPWAGPKRRKMDFLLVQLALADLYACGGTALSQLAWELLGEPRAATGDLACRFLQLLQAS 131 

K ++ F + L++ADL L QL W++ R DL CR ++ LQ 

Sbjct: 65 -RTTRHKHSRLFFFMKHLSIADLWAVFQVLPQLLWDITF — RFYGPDLLCRLVKYLQW 121 

Query: 132 GRGASAHLWLIALERRRAVRLPHGRPLPARA — LAALG-WLLALLLALPPAFV 182 

G AS +L++L++L+R A+ P R L R LA L WL L+ ++P + 
Sbjct: 122 GMFASTYLLLLMSLDRCLAICQPL-RSLRRRTDRLAVLATWLGCLVASVPQVHI 174 

Score = 155 (54.6 bits), Expect = 8.9e-22, Sum P(2) = 8.9e-22 
Identities = 49/161 (30%), Positives = 85/161 (52%) 

Query: 217 CHGIFAPLPRWHLQVYAFYEAVAGFVAPVTVLGVACGHLLS— WW— RHRPQAPAAAAP 272 

C +F + W + Y + +A ++ PVVL AC L+S +W R + A AAAA 
Sbjct: 187 CWAVF— IQPWGPKAY\fTWITLAVYIVPVIVLA-ACYGLISFKIWQNLRLKTAAAAAAAE 243 

Query: 273 WSASPG RAPAPSALPRAKVQSLKMSLLLALLFVGCELPYFAARLAAAWS-SG 323 

S + G R + + I AK 1 \ 1 1 KM t ++ L F+ C P+F ++ + W + 

Sbjct: 244 GSDAAGGAGRAALARVSSVKLISKAKI RTVKMTFI I VLAFIVCtfTPFFFVQMWSVWDVNA 303 

Query: 324 PAGDWEGEGLSAALRWAMANSALNPFVYLFFQAGDCRLRRQLRKRLGSLCCA 376 

P E A+ ++A NS NP++Y+ F L +L +R LCC+ 
Sbjct: 304 PK — EASAFI IAM-LLASLNSCCNPWIYMLFTG — HLFHELVQRF — LCCS 347 



1 3 
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[01 7] 



>sp | Q91 1 78 | GPRXjORYLA PROBABLE G PROTEIN-COUPLED RECEPTOR (FRAGMENT). 
Length = 428 

Score = 823 (289.7 bits), Expect = 9.8e-83, P = 9.8e-83 
Identities = 182/422 (43%), Positives = 266/422 (63%) 

Query: 2 ESSPIPQSSGNSSTLGRVPQTPGPSTASGVPEVGL RDVASESVAL FFMLL LDLTAV 57 

++SP+ S + S P P+ P+VG+ + + LF M+ L+L A+ 

Sbjct: 5 KTSPMITSDHSI SNFSTGLFGPHPTVP — PDVGVVTSSQSQMKDLFGLFCMVTLNLIAL 61 

Query: 58 AGNAAVMAVIAKTPALRKFVFVFHLCLVDLLAALTLMPLAMLSSSALFDHALFGEVACRL 117 

N VM IA+ P L+KF FV HLC VD+L A+ LMPL ++SSS F +F + C++ 
Sbjct: 62 LANTGVMVAIARAPHLKKFAFVCHLCAVDVLCAILLMPLGIISSSPFFGTWFTILECQV 121 

Query: 118 YLFLSVCFVSLAILSVSAINVERYYYWHPMRYEVRMTLGLVASVLVGVWVKALAMASVP 177 

Y+FL+V + L+IL+++AI+VERY+Y+VHPMRYEV+MT+ LV V++ +W K+L +A V 
Sbjct: 122 Y I FLNVFL I WLS I LT ITAI SVERYFY I VHPMRYEVKMTI NLVI GVMLLI WFKSLLLALVT 181 

Query: 178 VLGRVSWEEGAPSVPPGCSLQWSHSAYCQLFVWFAVLYFLLPLLLILWYCSMFRVARV 237 

+ G + + CSL SHS +F V+F V+ FL P+++I VY ++++VAR 
Sbjct: 182 LFGWPPYGHQSSIAASHCSLHASHSRLRGVFAVLFCVICFLAPVWIFSVYSAVYKVARS 241 

Query: 238 AAMQHGP-LPTVME-TP-RQRSESLSSRSTMVTSSGAPQT-TPHRTFGGGKAAWLLAVG 293 

AA+Q P +PTW + +P + RS+S++S++T++T+ PQ +P R F GGKAA+ L + 
Sbjct: 242 AALQQVPAVPTWADASPAKDRSDSINSQTTIITTRTLPQRLSPERAFSGGKAALTLAFIV 301 

Query: 294 GQFLLCWLPYFSFHLYVALSAQPISTGQVESWTWIGYFCFTSNPFFYGCLNRQIRGELS 353 

GQFL+CWLP+F FHL ++L+ S G +E V tf+ Y F NP FYG LNRQIR EL 
Sbjct: 302 GQFLVCWLPFFIFHLQMSLTGSMKSPGDLEEAVNWLAYSSFAVNPSFYGLLNRQIRDELV 361 

Query: 354 K-QFVCFFKPAPEEELRLPSREGSIEENFLQFLQGTGCPSESWVSRPLPSPKQ-EPPAVD 411 

K + C +P E+ S EGS +ENFLQF+Q T SE+ S +P+ E A 
Sbjct: 362 KFRRCCVTQPV — EIGPSSLEGSFQENFLQFIQRTSSSSETHPSFANSNPRNMENQA— 416 

Query: 412 FRIPGQIAEE 421 

+IPGQI EE 
Sbjct: 417 HKIPGQIPEE 426 



2001-3005480 



#2000-101 



[018] 



>sp|P23749|RTA_RAT PROBABLE G PROTEIN-COUPLED RECEPTOR RTA. 
Length = 343 

Score = 461 (162.3 bits), Expect = 2.3e-44, P = 2.3e-44 
Identities = 121/323 (37%), Positives = 178/323 (55%) 

Query: 2 NQTLNSSGTVESALNYSRGS-TVHT-AYL VLSSLAMFTCLCGMAGNSMVIWLLGFR 55 

NQ G E+ YSRG T+ A L V + + + CLCG+ GN +V+W GF 
Sbjct: 13 NQNKMCPGMSEALELYSRGFLTIEQIATLPPPAVTNYIFLLLCLCGLVGNGLVLWFFGFS 72 

Query: 56 MHRNPFCIYILNLAAADLLFLFSMASTLSLETQPLVNT-TDKVHELMKRLMYFAYTVGLS 114 

+ R PF IY L+LA+AD ++LFS A L ++DV+ + + +G+S 
Sbjct: 73 IKRTPFSIYFLHLASADGIYLFSKAVIALLNMGTFLGSFPDYVRRVSRIVGLCTFFAGVS 132 

Query: 115 LLTAISTQRCLSVLFPIWFKCHRPRHLSAWVCGLLWTLCLLMNGLTSSFCSKFL— KFNE 172 

LL AIS +RC+SV+FP-HK RP+ LSA VC LLW L L+ + + FC FL + + 
Sbjct: 133 LLPAISIERCVSVIFPMWYWRRRPKRLSAGVCALLWLLSFLVTSIHNYFCM-FLGHEASG 191 

Query: 173 DRCFRVDMVQMLIMGVLTPVMTLSSLTLr^VWVRRSSQQWRRQPTRLFVWLASVLVFLI 232 

C +0+ L+ + P-fM L L L + V +++ R++ +L WLA V VFL+ 
Sbjct: 192 TACLNMDISLGILLFFLFCPLMVLPCLALILHVECRARR-RQRSAKLNHWLAIVSVFLV 250 

Query: 233 CSLPLSIYWFVLYWL-SLPPEMQVLCFSLSRLSSSVSSSANPVIYFLVGSRRSHRLPTRS 291 

S+ L I WF UWl +P ++ L ++SSA P++YFL G +S RL 

Sbjct: 251 SSIYLGIDWF-LFWVFQIPAPFPEY — VTDLCICI NSSAKP IVYFLAGRDKSQRL-WEP 305 

Query: 292 LGTVLQQALRE— EPELEGGETPTVGTNEM 319 

L V Q+ALR+ EP TP T EM 
Sbjct: 306 LRWFQRALRDGAEPGDAASSTPNTVTMEM 335 



Itifflft 2001-3005480 



* 4. 




#2 000 — 101339 
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>sp|P49578|ACM3_CHICK MUSCARINIC ACETYLCHOLINE RECEPTOR M3. 
Length = 639 

Score = 318 (111.9 bits), Expect = 6.9e-44, Sum P(2) = 6.9e-44 
Identities = 84/269 (31%), Positives = 143/269 (53%) 

Query: 16 VTLAFFMSLVAFAIMLGNALVILAFWDKNLRHRSSYFFLNLAISDFFVGVISIPLYIPH 75 

V +AF ++A ++6N LVI++F V+K L+ ++YF L+LA +D -H3VIS+ L+ + 
Sbjct: 117 VLIAFLTGIIALVTIIGNILVIVSFKVNKQLKTVNNYFLLSLACADLIIGVISMNLFTTY 176 

Query: 76 TLF-EWDFGKEICVFWLTTDYLLCTASVYNIVLISYDRYLSVSNAVSYRTQHTGVLKIVT 134 

+ W G C WL+ DY+ ASV N+++IS+DRY S++ ++YR + T K 
Sbjct: 177 IIMGHWALGNLACDLWLSIDYVASNASVMNLLVISFDRYFSITRPLTYRAKRT — TKRAG 234 

Query: 135 LMV-WWVLAFLVNGPMI LVSESWKDEGS ECEPGFFSEWYI LAITSFLEFVI PVI L 189 

4M+ + W+++F++ P IL + + + + EC F SE I T+ F +PV + 
Sbjct: 235 VMIGLAWIISFVLWAPAILFWQYFVGKRTVPLDECFIQFLSEPIITFGTAIAAFYLPVTI 294 

Query: 190 VAYFNMNIYWSLWKRDRLSRCQSHPGLTAVSSNICGHSFRGRLSSRRSLSA-STEVPASF 248 

++ +YW ++K R + GL A S F + S RSLS+ + ++ 
Sbjct: 295 MSI LYWRIYKETE-KRTKELAGLQASGSEAETARFVHQTGSSRSLSSYELQRQSTK 349 

Query: 249 HSERRRRKSSLMFSSRTKMNSNTIASKMGSFSQSDS 284 

S RR+ + + + NT S SDS 

Sbjct: 350 RSSRRKYRRCHFWLTMKSWEPNTDQGDQ-EHSSSDS 384 

Score = 170 (59.8 bits), Expect = 6.9e-44, Sum P(2) = 6.9e-44 
Identities = 36/119 (30%), Positives = 68/119 (57%) 

Query: 271 TIASKMGSFSQSDSVALHQREHVELLRARRLAKSLAILLGVFAVCWAPYSLRIVLSFYS 330 

T+A K ++S + +R+ + L++ ++ A++L+ +L F + W PY++ +V +F 
Sbjct: 512 TLAKKFALKTRSQ — ITKRKRMSLIKEKKAAQTLSAILFAFIITWTPYNIMVLVNTFCD 568 

Query: 331 SATGPKSVWYRIAFWLQWFNSFVNPLLYPLCHKRFQKAFLKIF — CIKKQPLPSQHSRS 387 

PK+VW + +WL + NS VNP+ Y LC+K F+ F + C K++ Of + 
Sbjct: 569 CV—PKTVW-NLGYWLCYI NSTVNPVCYALCNKMFRNTFKM! ' ' \kRKQQYQQR 625 

Query: 388 VS 389 
S 

Sbjct: 626 QS 627 



ffilE#2 001-3005480 
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[02 0] 



>sp IQ98907 | P2Y3_CHICK P2Y PURINOCEPTOR 3 (P2Y3) (NUCLEOSIDE DIPHOSPHATE 
RECEPTOR). 
Length = 328 

Score = 452 (159.1 bits), Expect = 2.0e-43, P = 2.0e-43 
Identities = 85/185 (45%), Positives = 116/185 (62%) 



Query: 


15 


CQFSEKYKQVYLSLAYSI IFI LGLPLNGTVLWHFWGQTKRWSCATTYLVNLMVADLLYVL 


74 




C F E++KQV L L YS++F+LGLPLN V+ W K + T Y++NL +ADLLYV 




Sbjct: 


13 


CTFHEEFKQVLLPLVYSWFLLGLPLNAWIGQIWLARKALTRTTIYMLNLAMADLLYVC 


72 


Query: 


75 


-LPFLIITYSLDDRWPFGELLCKLVHFLFYINLYGSILLLTCISVHQFLGVCHPLCSLPY 


133 




LP LI Y+ D WPFG+ CK V F FY NL+GSIL LTCISV +++G+CHPL S 




Sbjct: 


73 


SLPLL I YNYTQKDYWP FGDFTCKFVRFQFYTNLHGS I LFLTC I SVQRYMG I CHP LASWHK 


132 


Query: 


134 


RT-RRHAWLGTSTTWALWLQLLPTLAFSHTDYINGQMIWYDMTSQENFDRLFAYGIVLT 


192 






+ ++ WL + W +V+ Q LPT F+ T + + YD++ + F YGI LT 




Sbjct: 


133 


KKGKKLTWLVCAAVWFIVIAQCLPTFVFASTGTQRNRTVCYDLSPPDRSTSYFPYGITLT 


192 


Query : 


193 


LSGFL 197 








++GFL 




Sbjct: 


193 


ITGFL 197 
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>sp 1 002824 J A1 AA_RABIT ALPHA-1A ADRENERGIC RECEPTOR (ALPHA 1A-ADREN0CEPT0R) 
(ALPHA-1C ADRENERGIC RECEPTOR). 
Length = 466 

Score = 295 (103.8 bits), Expect = 1.0e-31, Sum P(2) = 1.0e-31 
Identities = 66/215 (30%), Positives = 113/215 (52%) 

Query: 8 STRESNSSHTCMPLSKMPISLAHGIIRSTVLVIFLAASFVGNIVLALVLQRKPQLLQVTN 67 

S S+SS+ P + P++++ 1+ +L + +GNI++ L + L VT+ 
Sbjct: 5 SGNASDSSNCTHPPA— PVNISKAI LLGVI LGGLI LFGVLGNI LVI LSVACHRHLHSVTH 62 

Query: 68 RFIFNLLVTDLLQISLVAPWWATSVPLFWPLNSHFCTALVSLTHLFAFASVNTIVWSV 127 

+1 NL V DLL S V P+ + -tfl FC ++ L AS+ ++ V+S+ 
Sbjct: 63 YYI VNLAVADLLLTSTVLPFSAI FEI LGYWAFGRVFCNIWAAVDVLCCTASI ISLCVISI 122 

Query: 128 DRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNALCSMIWG 187 

DRY+ + +PL YP+ +TQRRG L W +++ S PL+GW Q A D+ +C + 
Sbjct: 123 DRYIGVSYPLRYPTIVTQRRGLRALLCVWAFSLVISVGPLFGWRQPAPDDET-ICQI — N 179 

Query: 188 ASPSYTILSWSFIVIPLIVMIACYSWFCAARRQ 222 

P Y + S + +PL +++A Y V+ A+R+ 
Sbjct: 180 EEPGYVLFSALGSFYVPLTI ILAMYCRVYWAKRE 214 

Score = 106 (37.3 bits), Expect = 1.0e-31, Sum P(2) = 1.0e-31 
Identities = 23/75 (30%), Positives = 41/75 (54%) 

Query : 396 KAAKVIFI 1 1 FSYVLSLGPYCFLAVLAVWVDVETQVPQWVIT 1 1 IWLFFLQCCI HPYVYG 455 

KAAK + I++ +VL P+ + + + + * °* y u +L ci+p +Y 
Sbjct: 269 KAAKTLGIVVGCFVLCWLPFFLVMPIGSFFP-D. , «LGYLNSCINPIIYP 327 

Query: 456 YMHKTIKKEIQDMLK 470 

+ KK Q++LK 
Sbjct: 328 CSSQEFKKAFQNVLK 342 



1 8 



t£}SE# 2001-300548C 



4^2000-101 



miE#2 001-3005480 



2000-101339 



ffi M A 



f^EU## [5 9 7 0 5 9 7 4 2] 

1 . ^JS^vH H 1 9 9 7^ 4^280 

& ffi ^**J5?*m&3P 1 5 3 2f«3 



1 



fflSE# 2001-3005480 



